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Abstract 
 
Enterohaemorrhagic Escherichia coli (EHEC) O157:H7 is a formidable pathogen that uses a 
type-III secretion system to inject bacterial ‘effector’ proteins directly into host cells. Most 
effectors that are encoded within the locus of enterocyte effacement (LEE) have been studied 
extensively. This study aimed to characterise a selection of recently discovered non-LEE-
encoded effectors using a variety of model systems. Firstly, a β-lactamase translocation assay 
was used to demonstrate translocation of novel effectors into host cells. The localisation of 
selected effectors was then investigated using mammalian cells and a yeast cell model. The 
effector EspM2 was shown to induce the formation of actin stress fibres in transfected HeLa 
cells and caused growth retardation when expressed in yeast. A number of NleG effectors also 
caused growth retardation and morphological changes when expressed in yeast. Growth 
retardation caused by the effector NleG8-2 was shown to be dependent on three conserved 
cysteine, aspartic acid and histidine residues. Transcriptomics and a high copy yeast gene 
suppression screen revealed that NleG8-2 may disrupt yeast physiology by affecting the 
secretory pathway. This study confirms that the effector repertoire of EHEC O157:H7 is 
much larger than previously imagined and provides insight into the function of selected novel 
effectors.   
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CHAPTER ONE 
Introduction 
 
  
1 
 
1. Introduction 
 
1.1. Escherichia coli 
 
Escherichia coli is a Gram-negative bacterium that lives as a commensal in the lower-gut of 
humans and animals [4]. The bacterium is a useful model organism and is often used as a 
workhorse for molecular biology. However, E. coli is very diverse and numerous strains 
have the ability to cause disease. Diseases such as neonatal meningitis and urinary tract 
infections are caused by extra-intestinal pathogenic E. coli (ExPEC) whereas enteric disease 
is caused by diarrhoeagenic E. coli [5]. Infections with pathogenic E. coli costs millions of 
pounds in lost work time and hospital visits every year [6]; research into these pathogens is 
therefore important.    
 
Diarrhoeagenic E. coli strains are grouped into six distinct pathogenic variants (pathovars) 
based on  clinical presentation, virulence factors and epidemiology [7]. The pathovars 
include enteroaggregative E. coli (EAEC), enterotoxigenic E. coli (ETEC), 
enteropathogenic E. coli (EPEC), enterohaemorrhagic E. coli (EHEC), enteroinvasive E. 
coli (EIEC) and diffusely adherent E. coli (DAEC) [8]. The characteristics of each are 
summarised in table 1.1. Shigella has been shown to be taxonomically indistinguishable 
from EIEC at the species level. However, the distinction between E. coli and Shigella is 
maintained due to the clinical significance of Shigella [8]. 
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Pathovar Characteristics 
DAEC Possesses fimbrial adhesins that cause the formation of 
cellular extensions which wrap around the bacteria [9]. 
Causes diarrhoea in children >12 months old [10]. 
 
EAEC 
 
Possesses enterotoxin and cytotoxin. Forms biofilms and 
autoaggregates in a distinctive ‘stacked brick’ pattern [5]. 
Causes outbreaks of secretory diarrhoea [11]. 
 
EHEC Possesses one or more Shiga toxins. Intimately adheres to 
and effaces enterocytes. Affects children and elderly people 
in developed countries. Causes severe bloody diarrhoea [5]. 
 
EIEC Invades host cells [12].  Causes watery diarrhoea. Closely 
related to Shigella. 
 
EPEC Intimately adheres to and effaces enterocytes [13]. Causes 
diarrhoea in children in developing countries [14]. 
 
ETEC Possesses heat stable (ST) and heat labile (LT) toxins [15].  
Causes watery diarrhoea in children and travellers in 
developing countries [5]. 
Table 1.1: Diarrhoeagenic pathovars of E. coli 
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1.2. EHEC 
 
Enterohaemorrhagic E. coli strains form a subgroup of Shiga-toxin-encoding E. coli (STEC) 
[16]. EHEC O157:H7 was first recognised as a cause of human disease in 1982 when it was 
identified as the cause of two outbreaks of haemorrhagic colitis in the USA [17, 18]. Shiga 
toxin and/or Shiga-toxin-producing E. coli in the stools of affected patients were also linked 
to sporadic cases of haemolytic-uraemic syndrome (HUS) [19]. EHEC is characterised by 
the ability to cause HUS and haemorrhagic colitis [5]. HUS is defined by three features: 
acute renal failure, thrombocytopenia and microangiopathic haemolytic anaemia [20]. HUS 
is especially dangerous in young children where it causes death in 5% of cases [20]. 
Haemorrhagic colitis is characterised by severe abdominal cramps, bloody stools, lack of 
fever, colonic mucosal oedema and haemorrhage.  
 
EHEC O157:H7 is a formidable pathogen. The infectious dose may be <100 organisms and 
treatment of infection with antibiotics may exacerbate disease [21]. There is currently no 
vaccine to prevent infection with EHEC O157:H7. Outbreaks of EHEC O157:H7 are often 
associated with consumption of contaminated meat products, particularly undercooked beef 
products [22]. The largest-ever outbreak occurred in Sakai City, Japan in 1996; it caused 
>6000 cases and three deaths [23] [24]. The EHEC strain isolated from the Japanese 
outbreak (RIMD 0509952) is known as EHEC O157:H7 Sakai – the genome of this strain 
was sequenced in 2001 [25]. Most outbreaks of EHEC in the USA, UK and Japan are 
caused by the EHEC O157:H7 serotype whereas non-O157 serogroups such as O26 and 
O111 are important in other countries [5] [26].  
4 
 
Cattle and other ruminants are the main reservoir of EHEC O157:H7 [27] [28] [29]. EHEC 
O157:H7 colonises the terminal rectum of cattle [30]. EHEC O157:H7 is released into the 
external environment in bovine faeces [31] and can persist in the farm environment for 
many months in water/feed troughs, making it difficult to prevent infection of other animals 
[32] [33] [34]. A major cause of EHEC infection is direct or indirect contact with ruminant 
faeces [35]. A number of infections, mainly in children, have been attributed to farm visits 
[36].  
 
Infection of the gastrointestinal tract of adult cattle and weaned calves with EHEC O157:H7 
serotype is asymptomatic [37] although intimate adherence to cattle intestinal epithelia and 
induction of a mild inflammatory response has been documented in some cases [38]. This is 
in contrast to infection with other serotypes such as EHEC O26 which cause significant 
morbidity and mortality in cattle [39]. In fact, one could argue that EHEC O157:H7 should 
no longer be considered a commensal of cattle as originally proposed [40]. Infection of 
susceptible calves with EHEC O157:H7 produces diarrhoea, epithelial damage and 
neutrophil infiltration of the lamina propria and intestinal lumen [41]. The relationship 
between EHEC O157:H7 and cattle is therefore complex with the outcome (i.e. 
disease/asymptomatic carriage) depending on many factors including the age of the animal 
[41]. Recent publication of the genome sequence of cattle may help researchers understand 
the relationship between EHEC O157:H7 and cattle [42]. 
 
An increasing number of EHEC O157:H7 outbreaks have been linked to vegetable and salad 
products [43]; for example, radish sprouts were implicated in the Sakai outbreak [24] and 
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ready-to-eat spinach was identified as the cause of a recent outbreak in the US [44]. Recent 
research has shown that EHEC O157:H7 and other pathogens such as Salmonella are able to 
survive on and colonise plant surfaces using type III secretion systems [45-47]. This has 
implications for food safety as techniques such as washing that are currently used to 
decontaminate plant material may need to be more stringent.  
 
1.3. EHEC virulence factors 
 
A wide variety of virulence determinants are used by EHEC O157:H7 to cause disease 
including Shiga toxin and the Esc-Esp type III secretion system (T3SS) encoded by the 
locus for enterocyte effacement (discussed in later sections). Examples of other EHEC 
O157:H7 virulence factors are shown in table 1.2. Space does not permit a full discussion of 
each – the reader is directed to a review of EHEC virulence factors by Nataro et al [5].  
 
EHEC strains produce one or more types of Shiga toxin [48]. The toxin belongs to the AB5 
group of toxins and is thought to be the main factor in the development of HUS in infected 
patients. The toxin binds to globotriaosylceramide-3 (Gb3) receptors on host cells using the 
B subunits [49]. The toxin is then endocytosed by the cell [50] and the catalytic A domain 
acts as a glycosidase to depurinate ribosomes. This causes irreversible inhibition of protein 
synthesis and death of the cell [51] [52]. Interestingly, Shiga toxin has been shown to 
significantly enhance the survival of EHEC O157:H7 and E. coli K-12 in the presence of 
predatory bacterivorous protozoa [53]. Therefore, it is possible that the Shiga toxin gene is 
maintained in the EHEC genome to protect the bacterium against predators in the host gut.  
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EHEC O157:H7 
virulence factor 
Example Characteristics 
Endotoxin O157 LPS Induces cytokine expression through TLR4. O-
antigen-specific antibodies are elicited in calves 
infected with EHEC O157:H7 but this does not result 
in clearance of the bacteria [37]. Vaccines based on 
the O157 LPS elicit specific antibody responses in 
humans and mice but mice were not protected against 
intestinal colonisation by EHEC O157:H7 [54] [55] 
[56].  
Capsule Group 4 capsule Temporal expression of a group 4 capsule (co-
ordinated with T3SS expression) is required for 
colonisation of the host intestine [57].  
Adhesins Intimin 
 
 
ToxB 
 
 
 
Fimbriae 
 
 
 
 
 
 
Binds T3SS effector Tir to mediate intimate adherence 
to host enterocytes [58]. 
 
Encoded on pO157, influences expression of T3SS 
and promotes adherence to host cells but is not 
required for colonisation of young calves [59] [60]. 
 
EHEC O157:H7 encodes 14 fimbrial operons [61]. 
Fimbriae are involved in initial attachment of bacteria 
to host cells but may interfere with T3SS mediated 
intimate attachment [62]. Type I fimbriae are not 
expressed in EHEC O157:H7 due to a deletion in the 
fimA promoter [63]. Long polar fimbriae (LPF1) may 
contribute to colonisation in vivo [64] [65].  
Pili Type 4 pili Long bundles of T4P form haemorrhagic coli pili 
(HCP) that mediate interbacterial, bacterial-epithelial 
cell and bacterial-extracellular matrix interactions. 
This contributes to colonisation of the host [66].  
Toxins Stx 
 
 
EhxA 
Shiga toxin depurinates rRNA leading to inhibition of 
protein synthesis and induction of apoptosis [51] [52]. 
 
Enterohaemolysin  causes cell lysis of erythrocytes 
and leukocytes [67]. 
 
Flagellar T3SS Flagella Used for bacterial motility/chemotaxis [68]. Also 
increases bacterial adhesion to epithelial cells in vivo 
[69] [70]. Flagellin binds TLR5 which activates IL-8 
expression and an inflammatory response [71]. 
Proteases EspP 
 
 
 
 
StcE 
Type V secreted serine protease encoded on pO157 
that cleaves human coagulation factor V [72]. 
Required for adherence to and colonisation of bovine 
intestine [73]. 
 
Metalloprotease, C1-esterase inhibitor, disrupts 
complement cascade [74]. 
 
Table 1.2: EHEC O157:H7 virulence factors (excluding nf-T3SS) 
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1.4. Type III secretion 
 
Secretion of proteins is important for bacterial pathogens as it allows them to transport a 
variety of virulence determinants from their cytosol to the external milieu and host cells. 
The Gram-negative cell envelope consists of an inner membrane, a thin peptidoglycan layer 
(contained within the periplasm) and an outer membrane [75]. Gram-negative bacteria 
including pathogenic E. coli are able to move proteins across the cell envelope using at least 
six different secretion systems.  Each system uses its own dedicated structural machinery 
and auxiliary proteins, such as chaperones, to support the different modes of secretion. 
Secretion may occur in a single step as in types I, III and IV or in multiple stages as in types 
II and V. Table 1.3 summarises each secretion system. 
 
There are two main classes of type III secretion system (T3SS), the flagellar and the non-
flagellar. The subsystems are homologous and monophyletic i.e. they have evolved from a 
common ancestor [76-78]. Each system is comprised of over 20 proteins and they form 
some of the most complex bacterial structures characterised to date. The flagellar T3SS is 
involved in flagellar biosynthesis [79]. Flagella are used by bacteria for swimming and 
swarming. The non-flagellar T3SS (nf-T3SS) is used by both commensal and pathogenic 
bacteria to deliver bacterial ‘effector’ proteins directly into eukaryotic cells through a 
‘molecular syringe’ [80]. This may enable bacteria to colonise, disseminate and survive 
within the mammalian/plant/insect host. T3SSs are versatile – they are not limited to a 
particular bacterial species, host environment or disease spectrum. The work presented in 
this thesis concentrates on the nf-T3SS; subsequent reference to T3SS refers to the nf-T3SS 
unless otherwise stated.  
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Table 1.3: Secretion systems used by Gram-negative bacteria. 
System Example Mechanism 
 
Type I 
(T1SS) 
 
α-haemolysin secretion by 
uropathogenic E. coli [81] 
 
One-step Sec-independent secretion. Substrates are 
secreted across the cell envelope using an ABC 
transporter, a membrane fusion protein and a pore-
forming outer membrane protein to cross the inner 
membrane, periplasm and outer membrane 
respectively [82]. Substrates possess a C-terminal 
signal peptide that is not cleaved during secretion. 
 
Type II 
(T2SS) 
Pullulanase secretion by 
Klebsiella oxytoca [83]. 
Two-step Sec-dependent secretion of proteins.  
Proteins cross through the inner membrane using a 
multi-subunit translocon (general secretory 
pathway). Proteins then cross the outer membrane 
through a ring-shaped secreton complex [84]. 
Substrates have an N-terminal signal peptide that is 
cleaved during secretion. 
 
Type III 
(T3SS) 
Yop secretion by Yersinia 
pestis [85] 
One-step Sec-independent secretion of proteins 
through a central channel that spans the cell 
envelope. A hollow filament extends from the outer 
membrane. The filament is either used to deliver 
bacterial proteins into eukaryotic cells or for 
locomotion depending on the type of system 
(flagellar/non-flagellar) [86]. 
 
Type IV 
(T4SS) 
Pertussis toxin secretion by 
Bordetella pertussis [87] 
One-step Sec-independent secretion mechanism. 
The apparatus is similar to T3SS in structure and 
function i.e. substrates are secreted into host cells 
through a pilus. However, substrates can include 
DNA as well as proteins [88].  
  
Type V 
(T5SS) 
IgA protease secretion by 
Neisseria gonorrhoeae [89] 
Two-step Sec-dependent secretion. Proteins are 
secreted across the inner membrane by the general 
secretory pathway as in T2SS. The C-terminal β-
barrel domain of the substrate (Type Va) or its 
partner (Type Vb) then forms a pore in the outer 
membrane allowing the substrate to pass through 
the outer membrane [90]. Substrates have an N-
terminal signal peptide that is cleaved during 
secretion.   
 
Type VI 
(T6SS) 
Haemolysin-coregulated 
protein (HCP) secretion by 
Vibrio cholerae [91] 
A newly identified system. The structure, function 
and localisation of many components of the system, 
are poorly understood although there is evidence 
that proteins are translocated directly into host cells 
as in T3SS and T4SS [92]. Substrates have no N-
terminal secretion signal.   
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The T3SS requires several types of protein: 
 Structural proteins – form an injectisome. The injectisome comprises two rings (one 
in each bacterial membrane) joined by a short rod (periplasmic) and a needle that 
extends from the outer membrane ring. Bacterial proteins pass through the 
injectisome from the bacterial cytosol to the eukaryotic cytoplasm in one step. The 
structure of the Esc-Esp T3SS is shown in figure 1.1.  
 Translocator proteins – located at the tip of the needle; allow passage of effector 
proteins into the host cell. 
 Effector proteins – secreted into eukaryotic cells by the T3SS; subvert normal host 
cell processes to the benefit of the bacteria. 
 Chaperones – assist in the unfolding and secretion of effector proteins. 
 Regulatory proteins – control expression of the T3SS and secretion of translocators 
and effectors. 
 
Phylogenetic analysis of the ATPases of injectisomes reveals that there are seven families of 
T3SS [76] [86]. The families of T3SS with examples of the organisms that possess them are 
shown in table 1.4. Individual species of bacteria can contain more than one type of T3SS. 
For example, Burkholderia pseudomallei contains two plant pathogen-like T3SS (TTS1 and 
TTS2) [93] and one animal pathogen-like T3SS (Bsa) [94]. Salmonella possesses two 
T3SSs; T3SS-1 and T3SS-2 which are used for initial invasion of host cells [95] and for 
survival and replication within host cells respectively [96].  
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Figure 1.1: Graphical representation of the Esc-Esp T3SS. EM; eukaryotic 
membrane, OM; outer membrane, PG; peptidoglycan layer, IM; inner membrane. 
Image used with permission from Pallen et al., 2005 [1]. 
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T3SS Family Organisms Examples 
 
Ysc 
 
Yersinia  
Pseudomonas aeruginosa 
Aeromonas salmonicida 
 
Includes the Ysc T3SS found in Yersinia spp 
(where it is necessary for survival within 
macrophages [97, 98] [99]) the Psc T3SS of 
Pseudomonas aeruginosa and the Asc T3SS 
of Aeromonas sp. 
 
Inv-Mxi-Spa 
 
Shigella 
Salmonella 
 
Includes the Inv-Mxi T3SS found in Shigella, 
the Inv-Spa T3SS of Salmonella and the Bsa 
system in Burkholderia pseudomallei. These 
T3SSs are involved in uptake of the bacteria 
by host cells to promote intercellular 
dissemination within the host [100] [101] 
[102]. 
 
Ssa-Esc 
 
E. coli 
Salmonella 
 
EPEC and EHEC use the Esc-Esp T3SS to 
intimately attach to and efface host cells 
[103]. Salmonella uses the SPI-2 encoded Ssa 
T3SS to interfere with phagosome maturation 
in macrophages to allow bacteria to multiply 
within host cells [104]. 
 
Rhizobiales 
 
Symbiotic bacteria of plants 
such as the nitrogen-fixing 
Rhizobiaceae family 
 
This system is necessary for the establishment 
of a beneficial symbiosis between the 
bacterium and plant host e.g. by inducing root 
hair deformation and nodule formation [105] 
[106] [107]. 
 
Chlamydiales 
 
Chlamydia 
 
T3SS used to modulate host cell cytokine 
release and to support intracellular survival 
and growth [108]. 
 
Hrc-Hrp1 and 
Hrc-Hrp2 
 
 
Plant pathogens including 
Pseudomonas syringae, 
Xanthomonas campestris  
 
T3SS play a significant role in colonisation of 
the plant surface and in the formation of 
lesions [109-111]. T3SS enables bacteria to 
cause disease on susceptible hosts [112] but 
induces the hypersensitive response in non-
susceptible hosts [113]. 
 
Table 1.4: Families of T3SS 
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Both flagellar and nf-T3SSs play an important role in bacterial virulence and symbiosis (the 
flagellar system also has an important role in motility) [114] [115]. Our understanding of 
these processes therefore depends upon understanding both types of T3SS and the functions 
of nf-T3SS effector proteins. The study of T3SSs is also important as the T3SS provides an 
attractive target for novel vaccines/drugs [116]. For example, EspA-based vaccines have 
been designed to reduce colonisation of cattle by EHEC O157:H7 as the EspA filament is 
exposed to host immune cells during infection [117]. Also, screening of small molecule 
inhibitors in Yersinia [118], Chlamydia [119, 120], EPEC [121] and Salmonella [122] has 
identified several compounds capable of inhibiting the T3SS without affecting bacterial 
replication [122]. The T3SS may also provide an attractive drug/vaccine delivery tool – 
biologically active cytokines and antigens have been delivered into eukaryotic cells using 
T3SSs of attenuated Shigella [123] and Salmonella [124].    
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1.5. T3SS effectors 
 
Effector proteins are bacterial T3SS proteins that function primarily inside the host cell 
[125]. It is predicted that effectors are secreted in a denatured/partially denatured state 
although it is unclear as to how (or whether) effectors depend upon host cell molecules to 
fold into a functional state after secretion. Studies of BopE (B. pseudomallei effector) 
suggest that effectors may be capable of spontaneously folding into a functional state after 
translocation into the host cell cytoplasm [126]. 
 
Translocation of effectors into the host cell leads to subversion of the host cell [127]. 
Effectors may cause local (e.g. cytoskeletal) or systemic (e.g. immune response) changes in 
the host. Therefore, subversion can have a variety of outcomes for example, invasion of the 
host cell [128], evasion of the host immune system [85] or development of a beneficial 
symbiosis between the host and bacterium [107]. Examples of T3S effectors from various 
T3S organisms are shown in table 1.5.  
 
Local disruption of the cytoskeleton allows invasive bacteria to both survive/multiply within 
host cells and also to move intra/intercellularly to disseminate within the host and avoid host 
immune surveillance [129]. For example, many Shigella and Burkholderia pseudomallei 
T3SS effectors are involved in subversion of the actin and microtubule cytoskeleton of host 
cells, pathogen escape from endocytic vesicles and intercellular spread [128] [102]. T3SS 
effectors and actin-based motility are central to the pathogenicity of these pathogens [130] 
[131] [132].  
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Systemic changes are caused by numerous effectors – many modulate the host immune 
response e.g. effectors may affect IL-8 synthesis to cause or prevent attraction of neutrophils 
[133] [134]. P. aeruginosa induces IL-8 production using T3SS effector ExoU. ExoU 
activates JNK resulting in activation of AP-1 (a transcription factor) which up-regulates IL-
8 synthesis [135]. Activation of the immune system in this way might aid pathogen 
colonisation by decreasing the number of resident gut microflora (as occurs in Citrobacter 
infections [136]). Down regulation of the immune response (as shown by EPEC [134]) may 
enable bacteria to reach a critical mass, disseminate/cause disease and spread to other 
organisms.  
 
Many local and systemic changes in the host are controlled by small GTPases. These highly 
conserved molecular switches are involved in many aspects of eukaryotic cell biology [137] 
e.g Rho GTPases regulate actin cytoskeleton and microtubule dynamics as well as the cell 
cycle [138]. Their central role in eukaryotic biology and their ancient/conserved nature 
means that GTPases are often targeted by T3SS effectors [139] [140]. GTPases are 
regulated by GEFs (GTP exchange factors) and GAPs (GTPase activating proteins) that 
activate and inactivate GTPases respectively [137]. Activation of GTPases can have a 
variety of outcomes including up/down regulation of the immune response via the MAPK 
signalling pathway [141]. Numerous effectors mimic GAP/GEFs and activated forms of 
GTPases (see table 1.5). 
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Eukaryotic 
target 
Effectors Function Outcome 
Actin 
cytoskeleton 
Tir (Citrobacter 
rodentium) 
 
VopL (Vibrio) 
 
Binds Nck to activate N-WASP 
and recruit Arp2/3 [142]. 
 
Arp2/3-independent actin assembly 
[143]. 
 
Actin polymerisation and 
pedestal formation. 
Intestinal colonisation [144] 
Disrupts actin homeostasis 
of host cells [145]. 
Microtubule 
cytoskeleton 
VirA (Shigella) Disrupts microtubules [146].  Enhanced intra- and 
intercellular spread [147]. 
    
Tight junctions SopE (Salmonella) Rho GEF [148]. Disruption of tight junction 
structure and function – 
contributes to diarrhoea 
[149]. 
    
Cell cycle Cif (EPEC) Inhibits mitosis inducer CDK 1 by 
preventing degradation of CDK 
inhibitors [150].  
Inhibition of cell cycle at 
G2/M phase transition [151]. 
    
Mitochondria Map (EPEC) Disrupts mitochondrial membrane 
potential and morphology [152]. 
Mitochondrial swelling, 
damage and dysfunction 
[153] [154]. 
    
Signalling 
(Ubiquitination) 
SseL (Salmonella) 
 
IpaH9.8 (Shigella) 
Deubiquitinase [155]. 
 
Ubiquitin E3 ligase [156]. 
Macrophage death [155]. 
 
Disruption of host MAPK 
signalling pathways [156]. 
    
Signalling (Rho 
GTPases and 
MAPKs) 
YopE (Yersinia) 
 
 
IpgB2 (Shigella) 
 
SptP (Salmonella) 
SopE2 
(Salmonella) 
Map (EPEC) 
 
 
YopJ (Yersinia) 
 
 
VopA (Vibrio) 
 
OspF (Shigella) 
 
ExoT 
(Pseudomonas 
aeruginosa) 
Rho GAP [157] [158]. 
 
 
Rho mimic [159]. 
 
Rho GAP [160]. 
Rho GEF [160]. 
 
Cdc42 mimic [159]. 
 
 
MAPKK acetyltransferase [161]. 
 
 
MAPKK acetyltransferase [162]. 
 
MAPK phosphothreonine lyase 
[163]. 
 
Rho GAP [164]. 
Inhibits Rac1 to inhibit 
phagocytosis and superoxide 
anion production [165]. 
Induces formation of actin 
stress fibres [159]. 
See text. 
Bacterial uptake [148]. 
 
Actin cytoskeleton 
rearrangement (filopodia) 
[159]. 
Decreased chemokine 
production, apoptosis [166, 
167]. 
Decreased cytokine 
production, apoptosis [162] 
Blocks activation of NF-κB 
responsive genes [168]. 
 
Disrupts cytokinesis [169]. 
Table 1.5: Examples of T3SS effectors. 
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Effectors may function individually, synergistically or antagonistically with other effectors 
within the host cell to perturb normal cell processes. For example, EHEC Tir and TccP act 
together to disrupt and manipulate the actin cytoskeleton whereas others e.g. Salmonella’s 
SopE and SptP counteract each other. Such interactions between effectors can be important 
in the progression of infection through various stages. The antagonistic action of SptP 
(represses the activation of cellular GTPases caused by SopE [170]) restores normal 
cytoskeletal function thus preventing the expulsion of internalised bacteria. This promotes a 
transition between the invasive and intracellular growth stages of the Salmonella infection. 
T3SS effectors can also act alongside other secretion system proteins e.g. autotransporter 
proteins during infection processes such as dissemination. For example, B. pseudomallei 
uses the Bsa T3SS to invade host cells [102] and escape into the cytoplasm (via lysis of the 
endosomal membrane [102]). It then uses the T5SS protein BimA (induces actin 
polymerisation at the pole of the cell [171]) to facilitate cell-to-cell spread and 
dissemination within the host [171]. 
    
Individual T3SS effectors often exhibit multiple functions; for example, EPEC EspF targets 
mitochondria, the tight junction proteins Nexin-9 and occludin, and inhibits PI-3 kinase 
[172] [173]. Functional redundancy between effectors has also been demonstrated: EspF 
targets mitochondria, an organelle also targeted by another EPEC effector, Map [174].  
 
Effector proteins, in contrast to T3SS structural proteins, are very diverse and do not show a 
high degree of sequence similarity between species [175] [176]. Similar strains of the same 
species can possess different repertoires of effectors. Over 300 different effectors are known 
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to exist [2]. However, despite T3SS effector diversity, there are common themes in the 
nature of the host cell processes that effectors manipulate and exploit. Many effectors target 
the host cell cytoskeleton and host cell signalling pathways. These are often the most 
conserved processes and pathways of eukaryotic cell biology. This is perhaps due to an 
ancient, long standing interaction between bacteria and eukaryotic cells. There is increasing 
evidence that T3SS may have evolved, not as virulence factors for bacterial pathogenesis in 
animals, but for other roles in microbial ecology such as survival within predatory amoebae 
[177]. Recently, the Salmonella T3SS encoded by SPI-2 was found to be essential for 
survival within Acanthomoeba polyphaga [177]. Other virulence factors including T2SS and 
T4SSs (in Legionella pneumophila [178] [179]) and toxins (Stx of EHEC O157:H7 [53]) 
have been shown to increase survival of bacteria in predatory protozoa. 
 
The study of T3SS effectors allows us to better understand the interface between T3S 
organisms and their host, and may ultimately provide opportunities for therapeutic 
intervention [180] and vaccine design [181]. An increasing number of T3SS effectors and 
translocator proteins have been identified as T cell immunogens (i.e. vaccine candidates). 
For example, the B. pseudomallei effector BopE induced a BopE-specific T cell response in 
immunised mice [182] (although it provided incomplete protection against infection). 
Yersinia effector YopE also elicited a T3SS-specific T cell response in mice challenged with 
this effector [183].  
 
T3SS effectors have also proved to be useful tools in the study of eukaryotic cell biology – 
allowing the molecular dissection of complex signalling pathways and cytoskeletal 
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processes [184]. In particular, our understanding of actin assembly in eukaryotic cells has 
greatly improved through the use of T3SS effectors [185]. For example, the minimal 
requirements for actin assembly in structures such as lamellipodia and filopodia can be 
defined using T3SS effectors from organisms such as Shigella and Burkholderia [186]. 
Novel connections and new classes of enzymes have also been discovered using T3SS 
effectors e.g. investigations into Salmonella effectors that modulate GTPase activity 
identified a novel connection between the Cdc42 and Slt2 mediated cell integrity pathway in 
yeast [160]. Structural studies of the Shigella effector IpaH led to the discovery of a novel 
class of E3 ubiquitin ligases [156, 187, 188]. 
 
1.6. T3SS in EHEC mediated disease 
 
EHEC O157:H7 was shown by Tzipori et al to adhere to intestinal epithelia in a similar 
manner as EPEC and cause attaching and effacing (A/E) lesions in the intestines of infected 
piglets [189]. Knutton et al subsequently showed that the A/E lesion was characterised in 
vitro by bacterial microcolonies intimately adhering to the surface of cultured cells with 
cytoskeletal actin accumulation beneath the adherent bacteria [190] [191] [192] (see figure 
1.2). Actin polymerisation beneath the site of adherence caused protrusions of the host cell 
plasma membrane known as pedestals [13]. Knutton et al used the actin-rich nature of the 
pedestals to devise a diagnostic test for EPEC infection using fluorescently labeled 
phalloidin (a toxin that binds filamentous (F)-actin) [13]. The fluorescent actin staining 
(FAS) test allowed infection with the EPEC pathotype to be diagnosed more quickly and 
easily than did O:H serotyping [13]. Formation of the EPEC A/E lesion was subsequently 
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shown by Jerse et al to be dependent on a gene, eae (E. coli attaching and effacing) [193] 
that was also found in EHEC O157:H7 [194]. McDaniel et al then showed that the eae gene 
was encoded within a 35-kb pathogenicity island and that this island was found in many 
enteric pathogens [195]. The pathogenicity island was shown to encode genes for 
attachment, a T3SS and T3S effector proteins [103, 195] and was termed the locus for 
enterocyte effacement (LEE) [196]. The LEE-encoded T3SS is an important virulence 
factor of EHEC and other A/E pathogens (e.g. Citrobacter rodentium, EPEC) [196]. The 
LEE is required for full virulence and for efficient colonisation of cattle by EHEC O157:H7 
[197] and other EHEC serotypes [198]. The next section describes the LEE and associated 
T3SS effectors.   
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Figure 1.2: The attaching and effacing lesion. Scanning electron 
micrograph of EHEC O157:H7 intimately adhering to enterocytes. The 
LEE-encoded T3SS is required for the formation of the A/E lesion. Image 
used courtesy of Dr R. Shaw, University of Birmingham.    
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1.7. Locus of Enterocyte Effacement 
 
1.7.1. The LEE is a pathogenicity island 
 
T3SS are often encoded by pathogenicity islands; for example the Salmonella pathogenicity 
island SPI-1 encodes a T3SS required for invasion of intestinal cells [199]. PAIs are a 
subclass of genomic island that encode virulence factors and share many features [200] 
[201]. These features will be discussed with reference to the LEE:  
 PAIs carry genes that encode virulence factors (e.g. adhesins, toxins, secretion 
systems); the LEE encodes a T3SS, T3SS effector proteins and an adhesin that 
produce the A/E lesion.  
 PAIs are present in the genome of pathogenic bacteria but not in the genome of 
similar non-pathogenic members of the same species [201]. The LEE is found in 
attaching and effacing E. coli but not in non-pathogenic lab-strains of E. coli [202] 
[195].  
 PAIs are relatively large: 10-100kb. The EHEC O157:H7 LEE is approximately 
43kb in length [203].  
 PAIs differ in G+C content and codon usage from the rest of the host genome. The 
EHEC O157:H7 LEE has a G+C content of approximately 40% whereas the rest of 
the chromosome has an average G+C content of 50.8% [201].  
 PAIs are often flanked by directly repeated DNA sequences. The 5’ end of the 
EHEC LEE contains a directly repeated sequence from a P4-like prophage [203]. 
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 PAIs are often associated with tRNA genes. The EHEC O157:H7 LEE is inserted 
into the selC tRNA locus. However, pheU and pheV loci are also used in other E. 
coli strains [204-207]. 
 PAIs often carry mobility factors (although these are sometimes non-functional) e.g. 
integrases, transposases, insertion (IS) elements. The EHEC O157:H7 LEE carries a 
P4-like prophage element (933 L). The C. rodentium LEE contains many IS 
elements [201]. 
 PAIs represent unstable regions of DNA i.e. easily deleted/transferred/transmitted. 
Previous autonomous mobility of the LEE is suggested by the IS600-like insertion 
elements found at the ends of the LEE and a transposase-like peptide encoded by a 
small CDS [203]. The position of the LEE within A/E pathogen genomes also 
varies; suggesting that the LEE has been acquired independently, a number of times, 
by A/E pathogens [76, 208]. 
 
PAIs are acquired by horizontal gene transfer (HGT) [209]. HGT of PAIs via transduction, 
conjugation or transformation is significant – along with modification and loss of existing 
genes, acquisition of new genes is an important process in the evolution of bacterial 
pathogens [201]. Acquisition of PAIs enables bacteria to make a ‘quantum leap’ towards 
pathogenicity. This has been demonstrated by functional transfer of T3SSs encoded on 
pathogenicity islands. For example, transfer of the ‘high pathogenicity island’ of a virulent 
Yersinia enterocolitica strain to a less virulent strain resulted in increased virulence in the 
recipient strain [210]. Similarly, transfer of the EPEC LEE to E. coli strain K-12 conferred 
the ability to form A/E lesions on enterocytes [211]. There is evidence to support the 
hypothesis that the LEE was acquired independently via horizontal gene transfer by EPEC 
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and Citrobacter rodentium [208]. The insertion site of the EPEC LEE (inserted in the selC 
tRNA gene) is different from the insertion site in C. rodentium which is flanked by plasmid 
sequences [208]. The presence of plasmid sequences suggests that the LEE may have 
resided on a horizontally transferable plasmid [208]. Horizontal transfer of plasmids among 
A/E pathogens is plausible – plasmids pCRP3 of C. rodentium and p9705 of EHEC 
O157:H7 are very similar [208].  
 
Many E. coli strains, including EHEC O157:H7, contain a PAI that encodes a degenerate 
T3SS [212] [213]. This PAI is known as E. coli type III secretion system 2 (ETT2). 
Although the secretion system encoded by ETT2 cannot be used for secretion of proteins 
due to frameshifts in the secretion apparatus genes [213], ETT2 retains a regulatory role in 
the secretion of proteins through the LEE-encoded T3SS [3].  
 
1.7.2.     Structure of the LEE 
 
The EHEC O157:H7 Sakai LEE contains 54 coding sequences (CDS). 41 of these are 
common to the EPEC and C. rodentium LEE. The EHEC Sakai LEE is located at the selC 
tRNA gene [208]. The 13 CDSs found only in EHEC belong to a P4-like prophage that is 
inserted near the selC locus. The genes of the EHEC O157:H7 Sakai and EPEC LEE often 
show more than 98% homology and the order and orientation of the loci in both pathovars 
are identical [203]. The proteins encoded in the LEE include: T3SS structural proteins; 
translocators; the adhesin intimin; regulatory proteins; chaperones of effectors and a small 
number of effectors [214, 215]. LEE genes are ordered into 5 large polycistronic operons 
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(LEE1-5) and several smaller transcriptional units. Most of the structural proteins that make 
up the injectisome are encoded in LEE1 and LEE2. LEE3 encodes the ATPase (EscN), an 
effector protein (EspH) and a number of Sep proteins that are important in the control of 
secretion hierarchy. A variety of protein types are encoded in LEE4 including the effector 
EspF, the chaperone CesD2 and the translocator proteins, EspA, EspB and EspD. LEE5 
encodes Map, Tir, the Tir chaperone CesT and intimin. The 41 LEE CDS common to EHEC 
and EPEC are shown in figure 1.3. 
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Figure 1.3: 41 CDS common to both EHEC and EPEC LEE regions. The function of 
proteins encoded by each CDS is indicated by colour. Operons LEE1-5 are also indicated. 
A B
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1.7.3. LEE-encoded translocators 
 
The needle of the Esc injectisome, unlike other type III needles has a long flexible filament 
attached to the tip. The filament is composed of EspA and assists in initial attachment of 
bacteria to enterocytes [216-219]. EspA is probably homologous to flagellin [1] [218] [220] 
and polymerises to form a filament at the distal end of the needle with a channel of 25-Å 
diameter [221]. EspA is required for colonisation of the calf intestine by EHEC O157:H7. 
Due to its role in colonisation and its exposure on the surface of EHEC O157:H7 cells, 
EspA has been tested as a vaccine to prevent infection of cattle. However, results showed 
that despite the induction of a high-titre antigen-specific IgG and IgA response to EspA, 
calves were not protected against colonisation by EHEC O157:H7 [222]. Translocators 
EspB and EspD lie at the end of the EspA filament and form a pore in the host cell 
membrane through which effector proteins pass into the host cell [223] .  
 
1.7.4. LEE-encoded chaperones 
 
The LEE also encodes several chaperones that are required for efficient secretion of 
effectors and translocator proteins [224]. T3SS chaperones have various functions 
including; delivery of substrate to the secretion apparatus, prevention of substrate 
degradation and efficient secretion of the substrate [224, 225]. Chaperones may also 
maintain substrates in a secretion competent state (e.g. prevent polymerisation of EspA 
[226]), aid protein entry into the secretion machinery [225], and control the hierarchy of 
effector secretion [227] [228]. T3SS chaperones are divided into several classes. Class I 
chaperones are small acidic proteins that associate with effector proteins. There are three 
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class I chaperones encoded within the LEE; CesF [229], CesT [196] and Orf12 [Pallen, 
unpublished]. The effectors Tir, EspH, EspZ and Map require CesT for secretion [230] 
whereas EspF requires CesF [230]. Class II chaperones contain three tetratricopeptide repeat 
motifs and assist in the secretion of translocator proteins [231] [232]. The LEE-encoded 
protein CesD is a class II chaperone; CesAB and CesD2 appear to form two distinct classes 
of their own [233]. An additional chaperone of EspA encoded by LEE gene L0017 was 
recently characterised [234]. 
 
1.7.5. Regulation of LEE gene expression 
 
Coordinated control of virulence gene expression in response to environmental changes is 
vital to pathogen survival [235]. T3SSs are costly in terms of the amount of substrates (e.g. 
amino acids) used in their construction; transcriptional regulation of T3SS expression is 
therefore tightly controlled. T3SSs are only expressed under specific environmental 
conditions or in response to certain stimuli e.g. quorum sensing [236]. For example, 
Aeromonas salmonicida A449 expresses its T3SS in response to a rise in temperature or salt 
concentration [237]. Regulation of the LEE is complex and a full discussion is beyond the 
scope of this introduction – the reader is directed to recent reviews for more information on 
transcriptional regulation of the LEE [236, 238]. Figure 1.4 provides a summary of LEE 
regulation. At least four regulatory inputs influence expression of LEE genes. These 
include:  
 a regulatory hierarchy within the LEE involving LEE-encoded regulators Ler [239], 
GrlR and GrlA [196].  
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 global regulators and responses e.g. H-NS, IHF, FIS, quorum sensing and responses 
to host hormones e.g. noradrenaline [236].  
 regulators encoded on mobile genetic elements [3]. 
 Post-transcriptional processing. Experimental evidence demonstrates that post 
transcriptional processing of LEE4 may allow differential regulation of SepL and 
Esp protein production [240].  
 
In EHEC O157:H7, environmental factors such as temperature, nutrient availability, ion 
concentrations and butyrate are evaluated by sensing systems [241] [242]. This results in 
expression of transcriptional regulators which then activate or repress virulence gene 
expression [243] [244]. For example, the stringent response in EHEC O157:H7 
differentially regulates expression of phage/PAI encoded perC-homologous (pch) genes 
[245]. Pch genes are positive regulators of the LEE [246]. Activation of transcription of the 
LEE1 operon by such regulators results in expression of Ler [246]. Ler is itself a 
transcriptional regulator that activates transcription of other LEE operons by antagonising 
repression caused by H-NS [247]. GrlA and GrlR are LEE-encoded regulators that act with 
Ler to regulate transcription of various LEE operons to coordinate construction of the T3SS 
[248]. Ler and GrlA are also involved in the regulation of non-LEE-encoded virulence 
factors e.g. enterohaemolysin [249] [250]. Cross regulation of T3SS and flagella in EHEC 
O157:H7 by GrlA/GrlR has also been demonstrated [251]. Other transcriptional regulators 
encoded on mobile elements such as EtrA and EivF that are encoded within the ETT2 locus 
in EHEC O157:H7 have been shown to negatively regulate transcription of the LEE [3]. 
Also, proteins encoded on pO157 including ToxB and Efa-1’ are required for the expression 
of LEE genes and secretion of type III secreted proteins in EHEC O157:H7 [60]. 
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Figure 1.4: Regulation of the EHEC O157:H7 LEE. Transcription of the LEE is 
regulated by LEE encoded proteins, regulators encoded on mobile elements and global 
regulatory systems. QS, quorum sensing; NE, noradrenaline. Arrowheads indicate 
positive influences, crossbars indicate negative influences. Figure adapted from Zhang 
et al., 2004 [3].
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1.7.6. LEE-encoded effectors 
 
A small number of T3SS effectors are encoded within the LEE [196]. They include: Tir 
[58], EspF [252], EspG [253], EspH [254], EspZ [255], and mitochondrial associated 
protein (Map) [153]. The translocator EspB is also translocated into host cells [256].  
 
The translocated intimin receptor (Tir) was the first T3SS effector of A/E pathogens to be 
characterised [58]. This effector is essential for formation of the A/E lesion [59] [257]. 
Without it, A/E pathogens are less able to colonise the host [196] [258]. As its name 
indicates, Tir acts as a receptor for the bacterial adhesin intimin, which is also encoded 
within the LEE [58]. After translocation into the host enterocyte, Tir inserts into the apical 
host cell membrane. Here it adopts a hairpin–like structure with both the amino- and 
carboxy-termini of the protein facing the host cell cytoplasm and the mid section of the 
protein exposed to the external milieu. The mid section forms the receptor for intimin 
present on the bacterial surface. The N-terminus of Tir interacts with cytoskeletal proteins 
such as α-actinin and cortactin [259, 260]. The C-terminus of Tir may be phosphorylated at 
a specific tyrosine residue (Y474) and bind Nck to indirectly activate host N-WASP or 
remain unphosphorylated and bind Tir cytoskeleton coupling protein, TccP [261, 262]. 
Alternatively, Tir may bind both Nck and TccP to activate N-WASP [263]. N-WASP then 
recruits host protein Arp2/3 which leads to actin polymerisation beneath the adherent 
bacterium and pedestal formation [261]. EHEC O157:H7 Tir binds TccP to activate N-
WASP. However, pedestals were detected beneath an adherent EHEC O157:H7 TccP 
mutant in calves. Colonisation of the calves by the mutant was also unaffected whereas 
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pedestal formation in vitro was affected [257]. This suggests that, in vivo, actin assembly 
may occur by a distinct mechanism.  
 
Map contains an N-terminal mitochondrial targeting sequence and causes mitochondrial 
swelling, damage and dysfunction by interfering with the mitochondrial membrane potential 
[153]. Map also binds EBP50/NHERF1 via a C-terminal TRL motif to induce filopodia 
formation and disruption of tight junctions [264].  
 
EspF is a potent multifunctional effector. Studies have shown that it is able to disrupt host 
intestinal barrier function [265], coordinate host membrane trafficking [266] and cause 
apoptosis [267] [268]. EspF also inhibits sodium exchanger 3 activity [269], activates N-
WASP [266] and causes redistribution of aquaporins [270]. 
 
EspG is homologous to VirA of Shigella [253]. The main function of EspG is disruption of 
microtubules [271] [272] [273]. Pertubation of microtubules by EspG has been shown to 
have various effects on the host cell including a decrease in the level of the anion exchanger 
DRA in host cell apical plasma membrane, mislocalisation of enterocyte aquaporins AQP2 
and AQP3 [274] and alteration of paracellular permeability [275]. Disruption of chloride 
transport in the intestinal luminal membrane and redistribution of aquaporins may contribute 
to diarrhoea [276].  
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EspH modulates the actin cytoskeleton and when overexpressed causes elongation of 
pedestals and represses formation of filopodia [254].  
 
EspZ is a hypervariable effector that, contrary to initial reports, does not mediate uptake of 
bacteria into host cells or affect phosphorylation of Tir [255]. EspZ is delivered at high 
levels (comparable with Tir) early in the infection process [230].  
 
1.8. Non-LEE-encoded effectors 
 
1.8.1. The LEE is not self-contained 
 
Transfer of the EPEC LEE [211] but not the EHEC O157:H7 LEE [277] to E. coli K-12 is 
sufficient to confer the A/E phenotype on this non-A/E strain. This shows that the EHEC 
O157:H7 LEE is not self contained and that non-LEE-encoded effectors are required for 
A/E lesion formation. Whilst characterising the C. rodentium LEE, Deng et al discovered 
seven non-LEE-encoded effectors (Nle A-G) that were translocated through the LEE-
encoded T3SS [196]. Other non-LEE-encoded effectors have since been discovered; TccP 
[278], EspJ [279], EspG2 and Cif [151]. This shows that the EHEC O157:H7 LEE, like 
other T3SS PAIs, does not act in isolation. For example, Salmonella encode many T3SS 
effectors outside their T3SS PAIs [280] and the plant pathogen Pseudomonas syringae 
encodes over 200 T3SS effector proteins outside the Hrp locus [281] [176].  
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The occurrence of numerous T3SS effector genes encoded outside the T3SS pathogenicity 
islands of many T3S organisms prompted Pallen and his research group (in collaboration 
with Toru Tobe and Gad Frankel) to investigate the presence of non-LEE effector genes in 
EHEC O157:H7. The rest of this section describes the work carried out by the 
aforementioned groups (author was a member of the Pallen group) in the search for non-
LEE-encoded T3SS effectors in EHEC O157:H7 Sakai. The work documenting the 
discovery of novel non-LEE effectors was published in 2006 and is subsequently referred to 
as work by Tobe et al [2]. The genomic context of the novel effector genes is discussed. The 
final section of this chapter provides a discussion of model systems that have been used to 
investigate T3SS effector localisation and function to provide a background to the 
experimental work presented in subsequent chapters.  
 
1.8.2. Non-LEE-encoded effectors in EHEC O157:H7  
 
T3SS effector genes do not have common amino acid sequences such as secretion signal 
peptides (as found in other secretion systems such as T2SS) [282].  This means that T3SS 
effectors cannot be identified by simple analysis of protein sequences - one is forced to rely 
on the detection of homology to known effectors using more advanced sequence analysis 
such as Basic Local Alignment Sequence Tool (BLAST) and Position Specific Iterative 
(PSI)-BLAST.  
 
PSI-BLAST is a powerful tool used to find distant homologies to an input query sequence 
[283] [284]. The original BLAST program calculates similarity and produces alignments 
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between a query sequence and sequences contained within a database [285]. BLAST also 
provides a statistical estimate as to the likelihood of two sequences being related by chance 
alone [285]. PSI BLAST is similar to BLAST except that a position-specific scoring matrix 
(PSSM) is used in place of the query sequence in an iterative process [283]. The PSSM 
allows patterns to be developed from an alignment of significantly similar sequences to the 
original query sequence. This is achieved by weighting the amino acid residues of each 
sequence according to the information provided by the residue [286]. The PSSM (pattern) is 
then used in subsequent iterations of PSI-BLAST to find more distant homologies. Tobe et 
al used PSI-BLAST and a query set of 300 known T3SS effectors from organisms such as 
Shigella and Pseudomonas to identify over sixty novel non-LEE-encoded T3SS effector 
genes in the EHEC O157:H7 Sakai genome [2]. 
 
Thirteen of the novel EHEC effectors were predicted to be pseudogenes. Pseudogenes 
encode proteins that are not functional due to alterations such as premature stop codons 
(resulting in a protein <80% length of functional counterpart), insertions, or frameshifts 
(altering more than 20% original amino acid sequence) [287].   
 
1.8.3. Distribution of non-LEE-encoded effectors 
 
The novel EHEC O157:H7 effectors were encoded in more than 20 exchangeable effector 
loci (EEL). EEL are found in many T3SS organisms. The loci contain different collections 
of effector genes in different strains of the same species and contain the hallmarks of 
horizontally transferred genes i.e. they contain phage genes, transposable elements, plasmid-
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related sequences and usually show significantly different G+C content to the rest of the 
host genome [176]. For example, the EEL of P. syringae strains contain completely 
different collections of effector genes in each strain; this is in contrast to the conserved 
effector locus (CEL) that contains the same effectors in all strains and is necessary for 
pathogenesis [176] [288]. The EHEC EEL (containing novel effectors) included 14 non-
phage EEL and nine EEL within lambdoid prophages [2].  
 
Phage-encoded effectors were located within the passenger compartments of phage 
genomes.  These compartments, known as ‘morons’ are downstream of phage tail fibre 
genes and can be transcribed independently from the rest of the phage genome owing to the 
presence of promoter and terminator regions [289].  It was found that EHEC phage EEL 
always contained more than one effector gene (Sp9 EEL harbours eight effector genes) and 
effectors typically showed low G+C content (ca. 30%) compared to their host phage. The 
location and structure of the EHEC O157:H7 phage EEL that contain novel T3SS effectors 
are shown in figure 1.5.  
 
Non-phage EEL in EHEC contained one or a small number of effectors and were mainly 
lineage specific insertions. It is speculated that non-prophage encoded EEL represent 
ancient phage remnants or ETT2 substrates [2].  
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1.8.4. Novel effectors give insights into EHEC evolution 
 
As discussed earlier, the acquisition of PAIs is an important process in the evolution of 
bacterial pathogens. PAIs and prophages are a major source of genomic diversity within E. 
coli [7] [290]. Much of the 1.4Mb of the EHEC O157:H7 genome that is absent from the E. 
coli K-12 genome [291] is comprised of horizontally transferred PAIs and prophages [292] - 
the lethal Shiga-like toxins of EHEC O157:H7 are encoded on lambdoid prophages [293]. It 
has been suggested that T3SS effectors present in EHEC O157:H7 prophages belong to a 
dynamic phage-based metagenome [2]. This hypothesis is supported by evidence of 
recombination between prophage of Sakai and EDL strains of EHEC O157:H7 i.e. both 
strains contain the same prophage at the same loci, but internally the phages are distinct 
[294]. As the number of sequenced EHEC genomes increases it is becoming clear that 
horizontal gene transfer, including HGT of T3SS effector genes, has been important in the 
evolution of EHEC [294]. 
 
1.8.5. Novel effector nomenclature 
 
Novel EHEC effectors were classified into 20 families; the largest being NleG with 13 
members.  A scalable nomenclature similar to that used for Pseudomonas syringae effectors 
[281] was devised for the novel effectors. This was based on effector family and followed 
the E. coli secreted protein nomenclature (Esp) i.e. families were named EspK – EspR. Two 
further families were EspY (all effectors with a WEX5F motif) and EspX (all SopA-like 
effectors). Subfamilies and their individual members were defined using a numerical suffix 
e.g. NleG8-2 [2]. Novel effectors were found to include, amongst others, homologues of 
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effectors from plant pathogens e.g. Pseudomonas syringae effector HopPtoH; and 
homologues of Shigella ‘Osp type’ effectors. 
 
Non-LEE-encoded effectors including those discovered by Deng et al have been 
investigated individually using various models. However, their functions remain poorly 
characterized with most having only been identified as being necessary for colonization of a 
murine infection model (Table 1.6). This study aimed to use a standardised approach to 
characterise novel EHEC O157:H7 Sakai effectors (focusing on those discovered by Tobe et 
al) using a range of model systems.  
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Figure 1.5: Exchangeable effector loci (EEL) of EHEC O157:H7 Sakai. 
Non-LEE T3SS effectors are indicated by tall arrows. The location of EELs 
within the EHEC (Sakai) genome is also shown. G+C content is indicated by 
colour. Figure used with permission from [2]. 
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Table 1.6: Selected Non-LEE-encoded effectors (for a full 
list see Tobe et al.[2]). 
Non-LEE effector Function 
NleA Localises to the Golgi apparatus. Required for virulence in a mouse model [295] 
 
NleB Associated with non-O157 EHEC outbreaks and HUS [296]. Necessary for 
colonisation and mortality of mice [297]. 
 
NleC Not required for A/E lesion formation or colonisation [298]. 
 
NleD Not required for A/E lesion formation or colonisation [298]. 
 
NleE Required for colonisation and mortality of mice [299].  Associated with 
outbreaks (and HUS) of non-O157 EHEC [296].  
 
NleF Required for colonisation of mouse and piglet colon [299] [300]. 
 
NleG Unknown. 
 
NleH Homologous to Shigella effector OspG. Involved in activation of NF-κB in host 
cells to optimise host gut inflammatory response [301]. Required for 
colonisation of mice [302]. 
 
EspJ Homologous to Pseudomonas syringae effector HopF. Required for clearance 
of C. rodentium from the mouse colon [279]. Not required for A/E lesion 
formation in vitro or ex vivo [279].   
 
EspK Homologous to Salmonella T3SS effector GogB. Not required for A/E lesion 
formation [303]. Shows a diffuse cytoplasmic localisation in eukaryotic cells 
[303]. 
 
EspG2 Similar to EspG. Disrupts microtubule network [272] [304]. Alters paracellular 
permeability [275]. 
 
Cif Inhibits cell cycle at G2/M-phase transition [305] [306]. Recruits focal adhesion 
plaques causing stress fibre formation [151]. 
 
TccP Tir cytoskeleton coupling protein [307]. Promotes Nck independent actin 
assembly [278]. Required for actin assembly beneath adherent EHEC O157:H7 
in vitro but dispensable for A/E lesion formation  in vivo [257].  
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1.9. Models of infection  
 
Human challenge with live EHEC O157:H7, Stx or other EHEC virulence factors is 
unethical. Therefore, epidemiological evidence and models must be relied upon in order to 
investigate EHEC O157:H7 and its virulence factors. Unfortunately, there is no animal 
model that accurately represents the disease process of human infection with EHEC 
O157:H7 [308]. However, models have been developed that mimic, at least in part, the 
infection process of A/E pathogens – these, along with other model systems that have been 
used to investigate individual T3SS effectors of T3S organisms are discussed in the 
following sections.   
 
1.9.1. Vertebrate models 
1.9.1.1. Murine infection model 
Citrobacter rodentium is an attaching and effacing pathogen of mice [309]. Possession of 
the LEE and other virulence factors also found in EHEC make this model system ideal for 
investigating EHEC pathogenesis [310]. Susceptible strains of mice die soon after infection 
with C. rodentium. However, colonisation and development of colonic hyperplasia can be 
investigated using resistant mouse strains or a streptomycin-treated mouse model [311]. 
Therefore, although clinical outcome of infection differs from EHEC O157 the effect of 
virulence factors can be assessed by monitoring disease progression. C. rodentium can be 
engineered to overexpress EPEC and EHEC effectors so that their effects can be monitored 
in vivo. Murine models have also been used in the study of other T3S pathogens including 
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B. pseudomallei – the T3SS translocator BipD and the effectors BopA and BopB were 
shown to be required for full virulence [94]. Modern techniques such as real-time 
bioluminescence imaging (BLI) can be employed when using a murine model to monitor 
tissue tropism and infection dynamics in vivo [301] [312].    
1.9.1.2. Rabbit infection model 
Rabbit EPEC (REPEC) is a natural rabbit pathogen. This infection model, in particular the 
use of infant rabbits, has been useful for characterising formation of the A/E lesion and 
localisation of EPEC colonisation. The model was used to demonstrate that intimin and Tir 
are both essential virulence factors [313].  
1.9.1.3. Porcine infection model 
Piglets have been used in the study of EHEC O157:H7 virulence factors (e.g. intimin). 
Intimin-based vaccines have also been tested using this model [314]. Caecal explants have 
recently been used to investigate the effects of noradrenaline on colonisation of the caecum 
and colon by EHEC O157:H7. Noradrenaline was shown to increase initial loose (T3SS-
independent) attachment of EHEC O157:H7 to the porcine caecal mucosa [315].  
1.9.1.4. Bovine infection model 
As the main reservoir of EHEC O157:H7, cattle are an important part of research into 
EHEC O157:H7 disease and epidemiology. Due to the lack of effective treatment for 
infection with EHEC O157:H7, reducing carriage and transmission of the organism within 
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cattle is an important area of research. Preventing infection of cattle may help to prevent 
human infection with EHEC O157:H7 by decreasing contamination of meat, vegetable 
products and the farm environment [38]. Many important discoveries have been made 
regarding colonisation, mucosal immune response and significance of A/E lesion formation 
in the cattle intestine using the bovine infection model and bovine in vitro organ culture 
(bIVOC). Cattle have also been used in studies of vaccines that protect against colonisation 
by EHEC O157:H7 [117] [222]. Significantly, the cattle genome was recently sequenced 
[42] thus providing another resource for understanding the complex interaction between 
cattle and EHEC O157:H7. 
 
Several studies using a bovine infection model have revealed mechanisms of colonisation of 
cattle by EHEC. For example, non-O157 serotypes demonstrated greater interaction with 
calf intestinal epithelium than EHEC O157:H7 [60] [316]. Efa-1 was found to mediate 
colonisation of the bovine intestine by non-O157 EHEC strains [60]. Signature-tagged 
transposon mutagenesis (STM) of EHEC O157:H7 has also been used in conjunction with 
the bovine infection model to identify bacterial factors (including LEE-encoded proteins) 
required for colonisation of the bovine intestine [317]. The site of specific adherence of 
EHEC O157:H7 to bovine intestinal epithelium was also determined using this model – 
EHEC O157:H7 bacteria were found to reside in the terminal rectum where they induced 
the formation of A/E lesions on, and cytokine release from, enterocytes [197] [40].  
 
Bovine intestinal loops were found by Gerdts et al (2001) to be a valuable model for 
investigating the mucosal immune response [318]. Bovine ligated ileal loops have been used 
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to analyse the secretory and inflammatory response to different EHEC serotypes [60] and to 
identify host/bacterial factors that modulate such responses [319]. In accordance with results 
from bovine infection studies, non-O157 serotypes caused more fluid accumulation and 
neutrophil infiltration in the intestinal epithelium than EHEC O157:H7 [320]. This response 
was not affected by Tir, intimin or Stx-1 [321]. 
 
The use of large animal (bovine/ovine/porcine) models is expensive and, like other 
vertebrate models, time consuming and controversial. The use of vertebrate models is 
subject to legislation contained within the Animals (Scientific Procedures) Act 1986. Codes 
of practice and licences issued by the Home Office must be followed when using vertebrate 
models. There is therefore a need for alternative laboratory models.   
 
1.9.2. Invertebrate models 
1.9.2.1. Caenorhabditis elegans 
C. elegans is a small free-living soil nematode that feeds on bacteria. C. elegans has 
tractable genetics and has been used to investigate several bacterial pathogens including 
Salmonella and Pseudomonas aeruginosa. Paralysis and death of worms can be monitored 
to indicate toxicity of strains or toxins. More recently C. elegans has been used to identify 
virulence factors e.g. tryptophanase in EHEC and EPEC, and to demonstrate that EPEC 
requires the LEE for full virulence [322]. 
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1.9.2.2. Galleria mellonella 
The greater wax moth caterpillar Galleria mellonella is used as a model to study the insect 
immune system [323]. Proteins encoded in PAIs of Photorhabdus asymbiotica and 
Pseudomonas aeruginosa T3SS effectors have been screened using G. mellonella [324] 
[325]. The T3SS effector study found that the G. mellonella system was as reliable as the C. 
elegans model and that there was a high correlation between cytopathology assays using G. 
mellonella and Chinese hamster ovary (CHO) cells [325]. 
 
1.9.3. Eukaryotic organ and cell culture 
1.9.3.1. In vitro organ culture 
IVOC has been described as ‘the gold standard for investigating EPEC infection of the 
human intestinal mucosa’ [326] and has been used to study interactions of EPEC, EHEC 
[327] [328] [329] and Salmonella [330] with human intestinal tissue. Intact intestinal biopsy 
tissue is cultured in either petri dishes on foam supports or in specifically designed plates to 
maintain the luminal and serosal compartments [331]. The mucosal side of the tissue is then 
infected with the A/E pathogen. Inflammatory responses and changes associated with 
disease can then be monitored through sampling of the growth medium (cytokine release 
etc.) and immunofluorescence/electron microscopy [326]. IVOC has advantages over in 
vitro cell culture models as intestinal membrane integrity is maintained i.e. cells maintain a 
3-dimensional tissue architecture with cell-cell and cell-matrix interactions that are more 
representative of tissues in vivo. This allows research into the significance of apical and 
basolateral distributions of bacterial and host cell proteins during infection. A major 
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disadvantage of the human IVOC model is the difficulty of obtaining sufficient tissue 
samples to perform experiments [330]. Bovine IVOC models have been developed [332] 
[333] and used to investigate A/E lesion formation by EHEC O157:H7 and non-O157 
EHEC strains [258] on bovine intestinal epithelium. The bIVOC model provides a more 
practical alternative to the bovine infection model as it allows the study of bacterial 
pathogenesis, host response and host specificity without requiring the specialist 
infrastructure (and associated cost) needed to accommodate large animals at high 
containment [258].        
1.9.3.2. Cell culture 
Cell culture is one of the most convenient and widely used model systems for investigating 
T3SS effectors. Numerous studies have used infection and transfection of various 
immortalised human and murine cell lines to investigate T3SS effector function and 
localisation [255]. Cell culture was instrumental in the development of the fluorescent actin 
staining (FAS) test for EPEC and EHEC infection [13]; observation of actin accumulation 
beneath adherent bacteria on cultured cells allowed A/E pathogens to be easily identified 
and diagnosed. Epithelial cell types can be used to investigate how T3SS effectors affect the 
cytoskeleton and cell signalling pathways. Polarised enterocytes such as Caco-2 cells can 
provide insights into overall intestinal ‘barrier function’ during infection as well as 
information regarding changes in transepithelial resistance and position of tight junction 
proteins [174]. The use of cultured epithelial cells revealed that LEE-negative STEC use an 
autoagglutinating adhesin (Ssa) and a novel type IV pilus in adherence to eukaryotic cells 
[334] [335].   
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1.9.4. Saccharomyces cerevisiae 
 
The budding yeast Saccharomyces cerevisiae has been used as a model of eukaryotic 
cellular processes for many years. Much of our knowledge of fundamental processes such as 
transcription, translation, cell signalling and cytoskeletal dynamics has been gained through 
the use of this organism [336]. Yeast is both easy to genetically manipulate and easy to 
grow in the laboratory making it an ideal model organism – even compared to other popular 
model organisms such as Drosophila melanogaster and Caenorhabditis elegans, yeast 
represents a simple system.  
 
Over the past decade, researchers have increasingly used the yeast cell model to investigate 
the functions of T3SS effectors from a variety of T3SS organisms [336] [337]. As 
mentioned earlier, T3SS effectors have a diverse range of effects within mammalian and 
plant cells but tend to target conserved eukaryotic cell processes and protein assemblages 
such as the cytoskeleton, small GTPase regulated signaling cascades and ion transport 
[140]. As these processes are conserved throughout eukaryotes, yeast can be used as a 
model of these processes without the need for expensive and time consuming mammalian 
organism/cell culture [157]. Yeast can also be used to study effector targets involved in the 
immune system. Many of the signalling pathways that regulate unique multicellular 
processes such as the immune response are conserved in yeast. This means that even though 
it is a single-celled organism, yeast can give us insights into multicellular specific processes 
[336] [163]. An increasing volume of research also shows that bacterial virulence factors 
may be directed against predatory protozoa and single-celled organisms [53] – EHEC 
O157:H7 virulence factor targets may therefore include yeast and yeast cell processes.  
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1.10. Aims of this thesis 
 
Given the identification of a previously unsuspected T3SS effector repertoire in EHEC 
O157:H7, two important tasks remained: confirming that putative effectors are indeed 
translocated and identifying and characterising their effects on eukaryotic cells. 
The aims of the research described in this thesis therefore are: 
a) To confirm that selected putative effectors of EHEC O157:H7 Sakai are translocated 
into eukaryotic cells, using a beta-lactamase translocation assay. 
b) To characterise the effects of selected effectors on eukaryotic cells (mammalian and 
yeast cells), focusing on: 
(i) Effects on cell growth. 
(ii) Effector localisation and effects on cell shape (as determined by 
microscopy). 
(iii) Disruption of cellular physiology (as determined by transcriptomics and a 
suppression screen). 
c) To dissect sequence-activity relations for selected effectors. 
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CHAPTER TWO 
General Materials and Methods 
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2.1. Suppliers 
 
Chemicals, media and reagents were supplied by Sigma, Oxoid or Invitrogen unless 
otherwise stated.  
 
2.2. Bacterial media 
 
All media were sterilised at 121°C, 15psi for 15 minutes unless otherwise stated. Antibiotics 
and sugar solutions used to supplement media were sterilised by filtration through a 0.22 
µm filter (Millipore, UK). 
 
Luria-Bertani (LB) broth/agar was used for the routine culture of all E. coli strains.  This 
media consisted of 10g tryptone, 5g yeast extract, 10g NaCl dissolved in 1 litre distilled 
water.  One litre LB agar contained 15g bacto-agar in addition to the ingredients stated 
above. SOC broth was used for the recovery of bacteria after transformation.  This media 
consisted of 2% (w/v) tryptone, 0.5% (w/v) yeast extract, 10mM NaCl, 2.5mM KCl, 10mM 
MgCl2, 10mM MgSO4 and 20mM glucose. 
 
For the expression of the LEE-encoded T3SS, bacteria were cultured in low-glucose 
Dulbecco’s modified Eagles medium (DMEM) (Invitrogen, UK) supplemented with 
appropriate antibiotics. 
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Antibiotics were added to the media as required to a final concentration of: ampicillin 100 
µg/ml; kanamycin 50 µg/ml; chloramphenicol 34 µg/ml; tetracycline 10 µg/ml. 
 
2.3. Yeast media 
 
YPD complete medium was used for the growth and maintenance of S. cerevisiae strains 
FY833 and BY4741.  This consisted of 10 g Bacto-yeast extract, 20 g Bacto-peptone, 20 g 
glucose dissolved in 1 l dH2O. 20 g Bacto-agar was added to make solid medium. 
 
Synthetic complete media (SC) lacking uracil (SC-Ura) or SC lacking uracil and leucine 
(SC-Ura-Leu) were used for the selection, growth and maintenance of transformed S. 
cerevisiae. SC-Ura consisted of 6.7 g bacto-yeast nitrogen base without amino acids 
(Appleton Woods, UK) and 1.92g of yeast synthetic drop-out media supplement without 
uracil (Sigma) dissolved in 900 ml dH2O. SC-Ura-Leu consisted of 6.7g bacto-yeast 
nitrogen base without amino acids, 1.4 g yeast synthetic drop-out media supplement without 
histidine, leucine, tryptophan and uracil (Sigma), 20 mg histidine and 20 mg tryptophan 
dissolved in 900ml H2O. For solid media, 20 g bacto-agar was also added. Media were 
supplemented with sterile water to a final concentration of 2% (v/v) glucose, galactose or 
raffinose as appropriate after autoclaving. 
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2.4. Bacterial and Yeast strains 
 
2.4.1.  Bacteria 
 
TOP10 chemocompetent E. coli cells (Invitrogen, UK) were used for the routine 
propagation of bacterial plasmids including entry vectors and recombined destination 
vectors.  DB3.1 chemocompetent E. coli were used for the propagation of original 
destination vectors. The genotypes of each strain are listed in table 2.1. Other bacterial 
strains are listed in the appropriate chapter.  
Strain Genotype Source 
TOP10 F
- 
 mcrA  Δ(mrr-hsdRMS-mcrBC)  φ80lacZΔ  M15  ΔlacX74 recA1 
ara Δ139  Δ(ara-leu)7697 galU galK rpsL (StrR) endA1 nupG 
Invitrogen™ 
DB3.1 F- gyrA462 endA1 Δ(sr1-recA) mcrB mrr hsdS20(rB-, mB-) supE44 
ara-14 galK2 lacY1 proA2 rpsL20(SmR) xyl-5 λ- leu mtl1 
Invitrogen™ 
 
Table 2.1: Bacterial strains used in this study. 
 
2.4.2.  Yeast 
 
Saccharomyces cerevisiae strains FY833 and BY4741 were used in this study. Details of the 
strains are listed in table 2.2.  
Strain Genotype Source 
FY833 MATα his3Δ ura3Δleu2Δ lys2Δ trp1Δ 
GAL2  
S. Dove, University of Birmingham 
BY4741 MATa his3Δ1 leu2Δ0 met15Δ0 ura3Δ0 S. Dove, University of Birmingham 
 
Table 2.2: Yeast strains used in this study.  
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2.5. Growth conditions 
 
2.5.1.  Bacterial growth conditions 
 
E. coli was grown aerobically in liquid culture or on solid agar. For liquid cultures, the 
culture vessel was at least 5 x volume of the media. Cultures were incubated at either 30°C 
or 37°C on an orbital shaker or shaking waterbath. For growth on solid media, plates were 
incubated in a static incubator overnight at 37°C. Liquid cultures were stored long term at -
80°C in cryovials, which contained 250 µl of 60 % (v/v) glycerol and 750 µl of an overnight 
liquid culture. 
 
2.5.2.  Yeast growth conditions 
 
Broth cultures were grown aerobically at 30°C in a shaking waterbath (200 rpm). Culture 
vessels were at least 5 x the volume of the media to ensure good aeration. For yeast growth 
on solid media plates were sealed with parafilm (Millipore) to prevent desiccation. Plates 
were incubated at 30°C in a static incubator. Liquid cultures were stored long term at -80°C 
in cryovials, which contained 250 µl of 60 % (v/v) sterile glycerol and 750 µl of an 
overnight liquid culture. 
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2.6. Human cell culture 
 
HeLa cells were grown in minimal Eagle’s medium (MEM) without antibiotics, foetal calf 
serum 10% (v/v) was used to supplement the media. Cells were grown in 75 cm
2
 tissue 
culture flasks by incubating at 37°C in 5% CO2 until 80% confluence was achieved. 
 
2.7. Gateway system 
 
2.7.1.  High-throughput cloning 
 
A high-throughput DNA cloning system was required to increase throughput and efficiency 
when characterising effectors using numerous model systems. This study makes use of the 
Gateway system of cloning (Invitrogen). This system allows a gene of interest (GOI) to be 
amplified and easily cloned into a myriad of expression vectors for use in various systems. 
Many types of destination vectors are available including bacterial, mammalian and yeast 
expression plasmids. This means that the Gateway system is very versatile. The use of the 
system gives the potential to explore the localization and function of the novel effectors in 
diverse systems and model organisms. The Gateway system of cloning differs from 
conventional cloning in that the GOI is amplified once and is transferred to expression 
vectors through a process of recombination rather than through restriction digestion and 
ligation. An overview of the system is shown in figure 2.1. 
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2.7.2.  Polymerase chain reaction 
 
PCR was used to amplify genes of interest (GOI) for cloning. Primers were designed to 
have similar melting temperatures and to contain approximately 50 % G/C. As per the 
requirements of the Gateway cloning system, forward primers were designed with a CACC 
oligonucleotide motif at their 5’ end. Primers were synthesized by Eurogentec (Belgium) or 
Alta Biosciences (UK) and were supplied at a concentration of 100 µM. Those primers used 
in Quikchange reactions were purified by high performance liquid chromatography (HPLC). 
Primers used in this study are listed in appropriate chapters. For the amplification of EHEC 
O157:H7 Sakai effector genes PCR mixtures consisted of 1 x ExTaq buffer, 1.5 mM MgCl2, 
2 nM dNTPs, 1 µM each primer, genomic DNA (EHEC O157:H7 Sakai) and 2 U of ExTaq 
polymerase in 50 µl total volume (dH2O was used to make up reaction volume). Reaction 
mixtures were vortexed and centrifuged briefly. Amplification of DNA took place in a 
Primus thermocycler. The thermocycling program used is shown below. PCR products were 
then analysed by gel electrophoresis. 
95°C 2 minutes 
95°C  30 seconds 
Annealing temperature (40-60°C) 30 seconds 
72°C 30 seconds 
72°C  2 minutes 
4°C until use 
 
Cycle 
x 30 
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Figure 2.1: Overview of the Gateway system of cloning. GOI; gene of interest. 
  
Amplify GOI with 5' CACC motif 
by PCR
TOPO®-clone GOI into a suitable 
Gateway® entry vector 
Transfer GOI from entry vector to 
a suitable destination vector(s) 
using Gateway® LR recombinase 
Express GOI from destination 
vector in chosen system
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2.7.3.  Electrophoresis of DNA 
Buffers for DNA electrophoresis 
TAE buffer: A 50 x stock solution of TAE buffer was prepared and diluted fifty-fold to 
create a working solution. The stock solution consisted of 242 g Tris base, 57.1 ml glacial 
acetic acid and 100 ml 0.5 M EDTA (pH 8.0) per litre of dH2O.  
Sample loading buffer: a 6 x buffer contained 0.25% (w/v) Bromophenol blue, 0.25% (w/v) 
xylene cyanol FF and 30% (v/v) glycerol in dH2O. 
DNA electrophoresis 
DNA was analysed by electrophoresis on 0.8% agarose gels. Agarose was dissolved in TAE 
buffer and melted. Ethidium bromide was added (100 ng/ml) once the agar had cooled to 
50°C. Gels were prepared using Hybaid moulds and combs. The gel was submerged in TAE 
buffer in a Hybaid electrophoresis tank. Samples were mixed with DNA loading buffer and 
5 µl was added to each well. 5 µl hyperladder I (Bioline) was added to the left-most lane as 
a size and quantity marker. Samples were run at 90 volts. DNA was then visualised using an 
ultra-violet transilluminator of a Biorad gel documentation system.  
Gel extraction and purification of DNA 
DNA was visualized in the agarose gel after electrophoresis using a UV transilluminator and 
was excised from the gel using a clean scalpel. DNA was purified using the QIAquick Gel 
Extraction kit (Qiagen) according to the manufacturer’s instructions.   
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2.7.4.  TOPO cloning 
 
A schematic of the TOPO cloning process is shown in figure 2.4. The PCR product 
containing the GOI is cloned into the ‘entry vector’ using TOPO cloning. Entry vectors 
were obtained from Invitrogen (UK) and are shown in figures 2.2 and 2.3. Entry vectors 
used in this study are listed in the appropriate chapter. The entry vector contains a 3’ GTGG 
overhang that is covalently attached to Vaccinia topoisomerase I protein.  The overhang of 
the entry vector invades the 5’ end of the PCR product. The 5’ hydroxyl group of the PCR 
product then attacks the phosophotyrosyl bond between the vector DNA and topoisomerase 
enzyme which releases the enzyme.  The GTGG motif of the entry vector anneals to the 
complementary CACC motif of the PCR product and the PCR product is stabilised in the 
entry vector in the correct orientation.  
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Figure 2.2: pENTR-SD/D-TOPO. Gateway entry vector (with Shine-Dalgarno sequence). 
TOPO indicates Vaccinia topoisomerase I. 
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Figure 2.3: pENTR-D-TOPO. Gateway entry vector.  
TOPO indicates Vaccinia topoisomerase I. 
60
Figure 2.4: Directional cloning of an effector gene into a TOPO entry vector.  
Covalently bound topoisomerase 1 is represented in a red oval. Figure adapted from Invitrogen 
[338].
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Insertion of the GOI PCR product into the entry vector was performed: 1 µl of TOPO entry 
vector (Invitrogen), 10-40 µg PCR product, 1 µl salt solution (1.2M NaCl, 0.06 MgCl2) and 
H2O (added to a make a final volume of 5 µl) was incubated at room temperature for 5 
minutes. The reaction mix was then incubated on ice or stored at -20°C until used in 
transformation of competent E. coli. 
 
2.7.5.  Transformation of E. coli 
Heat shock transformation 
10 µl chemically competent TOP10 E. coli cells (Invitrogen) were transformed with 1 µl 
desired plasmid by incubating the mixture on ice for 30 minutes. The cells were then heat 
shocked in a water bath at 42°C for 30 seconds. 200 µl SOC medium was then immediately 
added to the cells and the cells grown statically at 37°C for one hour. Transformants were 
then plated out onto LB agar (supplemented with appropriate antibiotics) and grown 
overnight at 37°C. 
Electroporation 
Electrocompetent E. coli were first prepared: an overnight culture of E. coli was diluted 1 in 
100 into fresh LB broth (supplemented with appropriate antibiotics) and grown at 37°C until 
mid-log phase (OD600 between 0.5 and 0.7). Bacteria were chilled on ice. The culture was 
then centrifuged at 3000 x g for 10 minutes. The supernatant was discarded and the cells 
resuspended in 24 ml sterile, ice cold 10 % (v/v) glycerol. Cells were washed twice more, 
each time the volume of glycerol solution used to resuspend the cells decreased by half (i.e. 
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12 ml then 6 ml). After the final centrifugation, the cells were resuspended in 200 µl sterile 
dH2O. For electroporation, 50 µl cell suspension was aliquoted into ice cold, sterile 
electroporation cuvettes (Geneflow). 2 µl of plasmid was then added to the cuvette. Cells 
were incubated on ice for 30 minutes. Cells were electroporated with a Biorad 
electroporator using 2.5 kV. Immediately after electroporation, 250 µl SOC medium was 
added to the cuvette and cells were transferred to a microfuge tube. Cells were incubated 
with shaking (200rpm) at 37°C for 1 hour before being plated onto LB agar containing the 
appropriate antibiotic/s. Plates were incubated overnight at 37°C.        
 
2.7.6.  Isolation of DNA from bacterial cells 
 
Single colonies of transformed E. coli were picked and grown overnight in 5 ml LB 
(containing appropriate antibiotic) at 37°C with shaking (200 rpm). The bacterial culture 
was then centrifuged at 13,000 rpm for 5 minutes. Plasmid DNA was obtained by a standard 
alkaline-lysis method using commercially available miniprep kits following the 
manufacturer’s instructions (Qiagen). 
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2.7.7.  DNA sequencing 
 
Plasmid DNA was extracted as above using miniprep kits (Qiagen).  The orientation and 
sequence of the GOIs in entry vectors (and destination vectors) was confirmed by automated 
DNA sequencing.  The single primers used in the sequencing of each destination vector are 
listed in the appropriate chapter. The universal primers M13 Forward (-20) and M13 
Reverse were used to sequence entry vectors. Plasmid products were sequenced by the 
Functional Genomics Laboratory, School of Biosciences, University of Birmingham. 
Sequencing reactions contained 300 nM primer and 200 – 500 ng of plasmid template DNA 
in a final volume of 10 µl (made up with dH2O). The sequencing process used a Big Dye 
Terminator kit (Applied Biosystems) and an MWG Primus HT 96 well PCR machine. The 
sequences of products were analysed by capillary electrophoresis on an ABI Prism 3700 
DNA analyser. FinchTV software was used to analyse sequence data. 
 
2.7.8.  LR recombination reaction 
 
Once the sequence and orientation of the GOI in the entry vector had been confirmed, 
expression constructs containing the GOI were generated by performing an LR 
recombination reaction between the entry vector and Gateway destination vector of choice. 
Destination vectors used in this study are listed in the appropriate chapter. 
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Stocks of non-recombined destination vectors were made by transforming non-recombined 
destination vectors into E. coli strains (i.e. DB3.1) that are resistant to the effects of CcdB 
encoded by the ccdB gene contained within the destination vector. Transformation of 
commercially available chemo-competent E. coli DB3.1 (Invitrogen, UK) with non-
recombined destination vectors was via the heat-shock transformation protocol as described 
above. 
 
Bacteriophage λ recombinase was used to transfer the GOI from the entry vector into the 
destination vector through recombination. Recombination replaces a chloramphenicol 
resistance cassette and the lethal ccdB gene (contained between the attR sites in the 
destination vector) with the GOI (contained between attL sites in the entry vector).  
Depending on the destination vector used this creates an in-frame translational fusion to a 
detectable protein tag e.g. GFP. Selection of vectors containing the GOI is possible using 
ccdB negative selection. 
 
The recombination reaction mix consisted of 100-300 ng entry clone, 150 ng destination 
vector, 2µl 5 x LR Clonase reaction buffer, 1 µl LR clonase enzyme II and 1 µl dH2O. The 
reagents were vortexed and incubated at room temperature for 1 hour. After incubation, 2 µl 
of Proteinase K solution was added to the mix and the mix incubated for 10 minutes at 
37°C. The mixture (containing recombined destination vectors) was then transformed into 
chemocompetent TOP10 E. coli cells. Transformants were plated onto LB agar plates 
supplemented with ampicillin (100 g/ml). Plasmid DNA was obtained from transformed 
bacteria as above. The sequence and orientation of the GOI within the destination vector 
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was confirmed by DNA sequencing as above. Stocks of successful transformants were 
stored at -80°C. Purified destination vectors were transformed or transfected into 
appropriate hosts as listed in the appropriate chapter.  
 
2.8. Protein analysis 
 
2.8.1.  SDS-Polyacrylamide gel electrophoresis 
Buffers and solutions for SDS-PAGE 
Resolving buffer contained 1.5 M Tris-HCl and 0.4% (w/v) sodium dodecyl sulphate (SDS) 
adjusted to pH 8.8. Stacking buffer contained 0.5 M Tris-HCl and 0.4% (w/v) SDS adjusted 
to pH 6.8. SDS-running buffer (10 x stock solution) contained 30.3 g Tris-HCl, 144 g 
glycine and 10 g SDS per litre H2O. The stock solution was diluted 10-fold to make a 
working solution i.e 50 ml of 10 x stock solution was added to 450 ml dH2O. Sample 
loading buffer (2x) consisted of 100 mM Tris-HCl (pH 6.8), 4% (w/v) SDS, 0.2% (w/v) 
Bromophenol blue and 20% (v/v) glycerol, 10% 2-mercaptoethanol. 
 
SDS-PAGE gels were stained with ProtoBlue Safe (National Diagnostics) colloidal 
Coomassie G-250 stain. A working solution for 1 mini-gel consisted of 2 ml absolute 
ethanol and 18 ml ProtoBlue Safe.  
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SDS-Polyacrylamide gel electrophoresis 
Gels were made using Ultrapure ProtoGel containing 30% w/v acrylamide and 0.8% w/v 
NN’-methylenebisacrylamide. Resolving gel consisted of 12.5 ml Ultrapure ProtoGel, 7.5 
ml resolving buffer, 150 µl 10% (w/v) ammonium persulphate (APS), 30 µl N, N, N’, N’- 
tetramethylethylenediamine (TEMED) and 10 ml dH2O (mix sufficient for 3 gels). Stacking 
gels consisted of 1.3 ml Ultrapure ProtoGel, 2.5 ml stacking buffer, 100 µl 10% (w/v) APS, 
20 µl TEMED and 6.1 ml dH2O. 
 
12% polyacrylamide gels (1mm thick) were used to separate proteins for analysis.  
Resolving gel was poured between two glass plates (Biorad) until 2.5 cm from the top of the 
plate. 200 µl butanol was added to the top of the gel to prevent oxygen (inhibits 
polymerisation) reaching the gel. Once the resolving gel had set, butanol was removed by 
washing with dH2O. Excess water was removed with filter paper and the stacking gel added 
on top of the resolving gel. An 8 or 15 well comb was inserted into the stacking gel to create 
wells (30 µl volume). Protein samples were mixed with SDS-loading buffer (10% β-
mercaptoethanol) and boiled for 10 minutes before being loaded into the wells of the 
stacking gel. Separation was achieved by the application of 200V for 45 minutes. After 
separation, gels were removed from the glass plates and washed twice in dH2O. 20 ml 
ProtoBlue Safe Coomassie stain was added to the gel in a small tub, the tub covered with 
film and gels left to stain overnight on a rotating platform (60rpm). Gels were then washed 
twice (10 minutes each) in dH2O to remove excess stain before being scanned using a 
computer.  
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2.8.2.  Immunoblotting 
Electrophoretic transfer of proteins 
Transfer buffer consisted of 5.8 g Tris-HCl, 2.9 g glycine and 0.37 g SDS in 20 ml methanol 
and 800 ml dH2O. Proteins were separated by SDS-PAGE as above, with a pre-stained 
protein marker run alongside. The SDS-PAGE gel, two sheets of 3 mm Whatman filter 
paper and two sponge pads were soaked in transfer buffer for 10 minutes. A gel-sized sheet 
of Hybond™-P polyvinylidene difluoride (PVDF) membrane (GE Life Sciences, UK) was 
washed in absolute methanol for 30 seconds and then washed in transfer buffer for 5 
minutes. A gel-membrane ‘sandwich’ was made by placing a sponge pad onto the clear side 
of the Biorad cassette, followed by one piece of filter paper, the membrane, the gel, another 
piece of filter paper and the final sponge pad. The cassette was closed and placed in a 
cassette holder in the tank. An ice pack was placed in the tank to prevent overheating. 
Transfer buffer was added to the tank until the cassette was submerged. Proteins were then 
electrophoretically transferred from the gel onto the membrane by application of 200 mV 
for 1 hour. Transfer buffer in the tank was stirred continuously during the transfer process 
by a magnetic stirrer.  
Western blotting 
Blocking buffer consisted of 1 g bovine serum albumin (1% w/v) dissolved in 100 ml 1 x 
phosphate buffered saline (PBS) supplemented with 0.05% (v/v) Tween-20. 
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After transfer, the membrane was washed twice in dH2O before being incubated at 4°C 
overnight in blocking buffer to block non-specific sites from reacting with antibody probes. 
Membranes were probed with primary antibody in fresh blocking buffer for 2 hours at room 
temperature with gentle shaking. Membranes were then washed three times (10 minutes 
each) in fresh blocking buffer before the secondary antibody (a horseradish peroxidase 
conjugate) was added (in 20 ml fresh blocking buffer). Membranes were incubated at room 
temperature for 1 hour with gentle shaking before being washed 3 times (10 minutes) in 
fresh blocking solution. Membranes were developed using chloro-1-napthal as a substrate 
for horseradish peroxidase using the Opti-4CN (Biorad) detection system. Developing 
solution consisted of 9 ml dH2O, 1 ml diluent and 200 µl substrate. Bands were allowed to 
develop at room temperature (up to 10 minutes). Membranes were then washed twice in 
dH2O and scanned using a computer.  
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CHAPTER THREE 
Translocation of candidate effectors into 
eukaryotic cells 
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3.1 Introduction 
 
3.1.1.  Background 
 
The work presented in this chapter describes a connected programme of research that 
spanned three research groups: the Pallen group in Birmingham, the Frankel group at 
Imperial College, London and the Tobe group at the University of Osaka, Japan. Before the 
experimental work described here was performed a bioinformatics-based survey of the 
EHEC O157:H7 Sakai genome within the Pallen group had identified 49 candidate T3SS 
effectors [2]. I exploited a β-lactamase translocation assay, one of four methods used to 
provide experimental evidence of type III secretion of the predicted EHEC O157:H7 T3SS 
effectors. This work contributed to a publication [2]. The introduction to this chapter 
describes the methods used by my collaborators to confirm effector status. The methods, 
results and discussion sections describe use of the β-lactamase translocation assay by myself 
and others in the Pallen and Frankel groups to confirm that selected putative effectors were 
translocated into eukaryotic cells. 
 
3.1.2.  Investigating type III secretion and translocation 
 
Several methods can be used to confirm secretion and translocation of T3SS effectors. For 
example, secretion of effectors into the growth medium can be revealed by SDS-PAGE and 
mass spectroscopy [2] whereas translocation of effectors into host cells can be detected by 
immunoblotting host cell lysates [339], immunofluorescence microscopy of infected cells 
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[340] and enzymatic-based translocation assays [341] [282] [230]. In this study, four 
methods were used to monitor type III secretion and translocation 
 EHEC O157:H7 secretome analysis,  
 an immunofluorescence-based translocation assay,  
 an adenylate cyclase translocation assay 
 a β-lactamase translocation assay.  
 
3.1.3.  Secretome analysis 
 
Our collaborators in the Tobe laboratory began experimental confirmation of the predicted 
effectors using a proteomics approach. They compared the proteins secreted into the growth 
media by a ΔsepL Sakai isolate with those proteins secreted by a non-type-III-secreting 
isogenic ΔsepL ΔescR Sakai isolate. A ΔsepL Sakai isolate was used as it secretes effectors 
into the culture supernatant at higher levels than wild type EHEC Sakai [196]. The Sakai 
strain used in this study also exhibited enhanced expression of the Esc-Esp T3SS due to 
high level expression of the LEE transcriptional activator PchA (provided on a multicopy 
plasmid). Proteins secreted into the culture supernatant by each isolate were separated by 
SDS-PAGE and slices of gel (representing the whole lane) were trypsinised. The peptides 
created by trypsinisation were then analysed by mass spectroscopy. Comparison of the 
proteins secreted by each strain allowed the identification of proteins that were secreted 
through the T3SS i.e. those proteins secreted by ΔsepL but not ΔsepL ΔescR isolates. 31 
proteins from the bioinformatics survey were found to be secreted by the T3SS using this 
method (thereby confirming the effector status of 31 predicted effectors) [2]. The validity of 
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this approach was confirmed by the presence of nine known T3SS proteins including Map, 
EspF and EspG in the EHEC O157:H7 T3SS secretome [2]. 
   
3.1.4 Immunofluorescent staining 
 
Our collaborators in the Tobe laboratory also used immunofluorescent staining to confirm 
the effector status of effector candidates. In this approach, candidate effectors were tagged 
with a small epitope tag (FLAG). Non-toxigenic EHEC O157:H7 Sakai and non-type-III-
secreting isogenic EHEC harbouring FLAG-fusion plasmids were used to infect Caco-2 
cells. Immunostaining using anti-FLAG antibodies enabled translocated effectors to be 
visualised within host cells by microscopy. Immunofluorescent staining of FLAG-tagged 
effectors in Caco-2 cells demonstrated that 12 of the candidate effectors were translocated 
via the T3SS [2].  
 
In studies of other putative T3SS effectors, translocation of individual effectors has been 
confirmed by immunofluorescent staining using antibodies to the effector in question e.g. 
confirmation of T3S of BopE  by B. pseudomallei [342].  However, the high cost associated 
with obtaining antibodies reactive for each putative effector in this study was prohibitive. 
The methods described so far also involve numerous time-consuming processes (e.g. 
secretome analysis requires SDS-PAGE, trypsinisation and mass spectroscopy [2] whereas 
immunofluorescence analysis requires cell fixation, permeabilisation and immunostaining 
[340]). Therefore, in order to maintain an efficient throughput during initial screening of 
effector translocation we decided to use enzymatic translocation assays.    
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3.1.5. Translocation assays 
 
T3SS permissible substrates such as small peptide tags (e.g. tetracysteine) or enzymatic 
reporter fusions can be used effectively to determine whether a protein is translocated into a 
host cell [282]. Translocation assays include FlAsH labelling (see below), the adenylate 
cyclase (CyaA) assay and the β-lactamase (TEM-1) fusion assay.  
FlAsH/tetracysteine labeling  
Fluorescein arsenical helical binding (FlAsH) labeling is a newly developed method that can 
be used to track effector translocation without the need for immunostaining [343]. FlAsH is 
a small biarsenical molecule that passively enters eukaryotic cells and binds specifically to a 
12-amino-acid tetracysteine motif [343]. The tetracysteine motif can be incorporated into 
effector genes on the chromosome so that effector gene expression occurs under 
physiological conditions [170]. Once bound to the tetracysteine motif, FlAsH emits a green 
fluorescence signal. Translocation of effectors carrying the motif can be monitored in situ 
and in real time using time-lapse fluorescence microscopy [170] [344]. FlAsH translocation 
assays were recently used to visualise real-time Salmonella effector delivery into HeLa cells 
[170]. 
Adenylate cyclase assay  
The adenylate cyclase (CyaA’) domain derived from Bordetella toxin CyaA causes an 
increase in the levels of cyclic AMP (cAMP) in eukaryotic host cells in response to host cell 
calmodulin [345]. In this assay, CyaA is fused to the protein of interest i.e. a T3SS effector. 
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Translocation of the fusion into host cells is detected by an increase in cAMP in the host cell 
[346] or loss of cell viability [347]. The increase in intracellular cAMP can be detected by 
enzyme-linked immunosorbent assay (ELISA) [2], radioimmunoassay [345] or 
colourimetric assay [347]. An increase in host cell cAMP confirms translocation of the 
CyaA’-fusion. This assay has been used successfully to confirm T3SS of effectors from P. 
syringae [348], EPEC [265], Erwinia chrysanthemi [111], R. solanacearum [349], 
Salmonella enterica [350] and to investigate the secretion signals of YscP of Yersinia 
enterocolitica [351]. Colleagues at Osaka University used the adenylate cyclase 
translocation assay with an ELISA based detection system to confirm the effector status of 
10 of the predicted EHEC O157:H7 effectors [2]. 
β-lactamase fusion assay 
The β-lactamase fusion assay was developed in 2004 to identify the secretion and 
translocation domain of the EPEC and EHEC T3SS effector, Cif [282]. This assay uses the 
fluorescent substrate CCF2/AM to demonstrate the action of a β–lactamase (TEM-1) fused 
to the protein of interest e.g. T3SS effector. CCF2/AM consists of a coumarin moiety and a 
fluorescein moiety joined together by a CCF2 β–lactam ring. CCF2/AM passively enters 
eukaryotic cells. Excitation at 409 nm results in fluorescence resonance energy transfer 
(FRET) from the coumarin to the fluorescein which causes the fluorescein moiety to emit a 
green fluorescence signal (520 nm). Translocation of the TEM-1 fusion protein into the 
eukaryotic cell induces catalytic cleavage of the CCF2 β-lactam ring. This disrupts FRET 
and causes emission of a blue fluorescence signal. Translocation of the TEM-1-effector 
fusion can easily be detected in live host cells by blue CCF2/AM fluorescence [282]. The 
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principle of this assay is summarised in figure 3.1. This assay has been successfully used to 
demonstrate translocation of EspJ [279], EspK [303], NleC and NleD [298] into HeLa cells. 
 
A β–lactamase fusion assay was used in this study to confirm the effector status of the 
candidate EHEC O157:H7 T3SS effectors. TEM-1-effector fusion plasmids were created 
and transformed into EPEC and an isogenic EPEC ΔescN mutant at the University of 
Birmingham. Seventeen translocation assays were performed by the author, S.A. Beatson 
and C. Bailey under the supervision of O. Marches at Imperial College, London.   
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Figure 3.1: β-lactamase fusion assay used to study translocation of T3SS effectors. Non-
fluorescent CCF2/AM passively enters the eukaryotic cell where it is esterified by cellular esterases 
which results in charged, fluorescent CCF2. FRET from the coumarin moiety (triangle) to the 
fluorescein moiety (square) upon excitation at 409 nm leads to emission of a green fluorescence 
signal at 520 nm. Type III mediated translocation of a TEM1-effector fusion protein (expressed from 
pTEM-1) into the CCF2-loaded cell leads to cleavage of the β-lactam ring (circle) of CCF2. FRET is 
therefore disrupted causing the coumarin moeity to emit a blue fluorescence signal at 447 nm (upon 
excitation at 409 nm). Figure adapted from Charpentier et al [282].  
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3.2 Methods 
 
3.2.1. Gateway DNA cloning 
PCR 
Novel effectors were amplified by polymerase chain reaction by S.A. Beatson, A. Fivian, R. 
Younis and C.M. Bailey as described in chapter 2. Primers used are shown in table 3.1. 
TOPO Cloning 
Seventeen effectors were cloned into pENTR-SD/D-TOPO (performed by S.A.Beatson, A. 
Fivian and R. Younis) as described in chapter 2. Entry vectors used in this study are shown 
in table 3.2. 
LR recombination 
Seventeen effectors were recombined into pCX340gw (i.e. Gateway
 
compatible
 pCX340 β-
lactamase expression vector) via the LR recombination reaction by S.A.Beatson as 
described in chapter 2. Destination vectors created and used in this study are shown in table 
3.3. The author confirmed destination vectors by DNA sequencing as detailed in chapter 2 
using primers GatewayM13F (entry vectors) and TEM1_seqprimer2 (destination vectors). 
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Primer Sequence (5’-3’) 
DNA sequencing 
 
 
GatewayM13F GTAAAACGACGGCCAG 
TEM1_seqprimer2 GGCACTCGACCGGAATTAT 
  
Effector gene amplification 
 
 
ECs0061gwF CACCATGAAAGTATCAGTTCCA 
ECs0061gwR TTCAATAATTGCGTTGTC 
ECs0847.gwF2 CACCATGAAAATTCCCTCATTACAGTCC 
ECs0847.gwR2 TCATTGCTCATTGTGTTTGTCC 
ECs0850.gwF CACCATGCGCCCTACGTCC 
nsGW.0850r AAGCAATGGATGCAGTCTTACC 
ECs0876gwF CACCATGGATTGTTCAAAATGC 
ECs0876gwR CCATGCGTCTGGCGTCCA 
ECs1127gwF CACCATGAGCGGAACCTCAGGT 
ECs1127gwR CAAAAAAGATTGGGGAGG 
gw1567f CACCATGCCATTTTCAATC 
nsGW.1567r TTCTTTTGTGTTGTGTATCTC 
ECs1568.gwF CACCATGCTTCCTACATCG 
nsGW.1568r AGAATATTTATATGTGG 
ECs1814gwF CACCATGTTATCGCCCTCTTCT 
ECs1814_new_rev TTATATCTTACTTAATACTACAC 
ECs1815gwF CACCATGTTACCAACAAGTGGT 
ECs1815gwR TCCACATTGTAAAGATCC 
ECs2226gwF CACCATGCTTCAATTATCTTCA 
ECs2226gwR TTTACAATGCTGTTTCTG 
ECs3488gwF CACCATGGAGAGAAGGGCT 
ECs3488gwR TTAAGCATCACTTGCAAC 
ECs4561gwF CACCATGCCTATTGGTAATCTT 
ECs4561gwR GACGAAACGATGGGATCC 
ECs4564gwF CACCATGTCGTTATCAGGAGCG 
ECs4564gwR TAATACGCTATAAGAGGA 
ECs4571gwF CACCATGGAAGCAGCAAATTTA 
ECs4571gwR GGCATATTTCATCGCTAA 
ECs4590gwF CACCATGATACTTGTTGCCAAA 
ECs4590gwR AGTGTTTTGTAAGTACGT 
ECs4653gwF CACCATGGTCGCTAAATTAAAAC 
ECs4653gwR AGCCTGGGTTATATTTTG 
ECs5021gwF  CACCATGTTAGGTCATATCTCA 
ECs5021gwR AATACCTTTATTCTTTAT 
Table 3.1: DNA primers used in this study 
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Plasmid Details Source 
pCX340gw Gateway compatible TEM-1 
expression plasmid based on 
pCX340 [282]. 
  
Tobe et al [2]. 
pENTR-SD/D-TOPO Gateway entry vector.  Invitrogen (UK) 
 
Table 3.2: Gateway /Gateway-compatible entry 
 and destination vectors used in this study. 
 
 
 
Table 3.3: Entry vectors and TEM-1-effector expression vectors created and used in 
this study. 
  
Effector Sakai ID Entry vector 
(pENTR-SD/D-
TOPO) 
TEM-1 
destination vector 
(pCX340) 
Source 
EspY1 ECs0061 pSB9.47B pSB16.23A S.A. Beatson, this study 
NleC ECs0847 pRY2-ENTR pRY2-DEST R. Younis, this study 
NleD ECs0850 pRY3-ENTR pRY3-DEST R. Younis, this study 
EspX2 ECs0876 pSB10.4 pSB16.27 S.A. Beatson, this study 
EspV’ ECs1127 pSB9.41A pSB16.20A S.A. Beatson, this study 
EspO1-1 ECs1567 pAF14 pAF14D A. Fivian, this study 
EspK ECs1568 pAF5 pAF5D A. Fivian, this study 
NleH1-2 ECs1814 pSB9.46B pSB16.22A S.A. Beatson, this study 
NleF ECs1815 pSB10.11B pSB16.28A S.A. Beatson, this study 
NleG7’ ECs2226 pSB9.33B pSB16.13A S.A. Beatson, this study 
NleG6-3’ ECs3488 pRY12-ENTR pRY12-DEST R. Younis, this study 
Tir ECs4561 pSB9.13C pSB16.6A S.A. Beatson, this study 
EspH ECs4564 pSB9.15B pSB16.7A S.A. Beatson, this study 
EspZ ECs4571 pSB9.16B pSB16.8A S.A. Beatson, this study 
EspG ECs4590 pSB9.5A pSB16.2A S.A. Beatson, this study 
EspY4 ECs4653 pSB10.22B pSB16.32A S.A. Beatson, this study 
EspX4 ECs5021 pSB11.5A pSB16.35A S.A. Beatson, this study 
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Transformation of EPEC 
Electrocompetent EPEC 2348/69 and an isogenic non-type III secreting EPEC strain 
(EPECΔescN) were prepared by the method described in chapter 2. 2 µl purified destination 
vector was transformed into each strain by electroporation as described in chapter 2 
(transformation of wild type EPEC strain was performed by S.A. Beatson; the author 
performed transformation of EPECΔescN). Transformants were selected on LB agar 
containing 10 µg/ml tetracycline.  
  
3.2.2. Translocation assay 
Solutions  
The solutions used in the β-lactamase translocation assay are as follows: Hanks’ Balanced 
Salt Solution; HBSS (Invitrogen), Dulbecco’s modified eagles medium; DMEM (Sigma), 
Hepes modified DMEM (Sigma), CCF2/AM loading solution (Invitrogen, UK) comprising 
6 µl solution A, 60 µl solution B, 934 µl solution C. 
β-lactamase translocation assay 
The day before infection 4 x 10
4
 HeLa cells were seeded into each well of an 8-well labtek 
culture slide (BD Falcon). 500 µl DMEM was added to each well and the HeLa cells were 
grown overnight at 37
o
C with 5% CO2. 3 ml LB broth (supplemented with 10 µg/ml 
tetracycline) was inoculated with a fresh colony of the appropriate EPEC strain. The culture 
was incubated overnight at 37
o
C with shaking (200 rpm). The next day the bacterial culture 
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was diluted 1:100 in DMEM (Hepes modified) that had been preheated to 37
o
C. The culture 
was incubated statically at 37
o
C for 2.5 hours. DMEM was removed from the HeLa cells 
and replaced with 500 µl of the bacterial culture. Cultures were incubated for a further 30 
minutes at 37
o
C with 5% CO2. 1 mM IPTG was then added to each well to induce 
expression of TEM1-effector fusion and the cells incubated for one hour at 37
o
C 5% CO2. 
DMEM was removed from the cells and the HeLa cells were washed three times with 
HBSS. After removing the last wash, 200 µl of HBSS and 40 µl of the CCF2/AM loading 
substrate were added to the HeLa cells. The cells were incubated in the dark at room 
temperature for 90 minutes and then washed three times in HBSS. Excess HBSS was 
removed from the slide with Whatman 3 mm filter paper and the chamber partitions were 
removed from the slide. Wells were covered with two square (2 cm
2
) glass coverslips. Live 
cells were viewed using a Leica DMRE fluorescence microscope with a 4’,6’-diamidino-2-
phenylindole (DAPI) filter set (340 - 380 nm excitation and 425 nm long-pass emission). 
Images were taken using a true colour digital camera. 
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3.3 Results 
 
Thirteen EHEC O157:H7 T3SS effector candidates and 4 confirmed LEE encoded effectors 
were successfully cloned into the TEM-1 expression vector pCX340gw (performed by S. 
Beatson). Wild type EPEC 2348/69 and an isogenic non-T3S EPEC ΔescN were then 
transformed with the recombined TEM-1 fusion expression plasmids. The author together 
with S.A. Beatson and C.M. Bailey performed 17 β-lactamase translocation assays under the 
supervision of O. Marches at Imperial College, London.  
 
Figure 3.2 shows an example of the blue and green fluorescence seen in the translocation 
assays. Blue fluorescence was seen in HeLa cells infected with wild type EPEC expressing 
TEM-1-fusions of LEE encoded effectors Tir, EspH, EspZ and EspG. Blue fluorescence 
was also seen for 11 candidate effector proteins indicating translocation into eukaryotic cells 
(Table 3.4). Green fluorescence was seen in HeLa cells infected with EPEC ΔescN 
expressing the same effectors indicating that translocation of the putative effectors was 
dependent on the T3SS. This confirmed the effector status of 11 candidate effectors. Green 
fluorescence was seen in cells infected with EPEC expressing EspV’ and EspX4.  
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Figure 3.2: β-lactamase translocation assay. HeLa cells infected with 
EPEC2348/69 (a) or EPEC ΔescN (b) expressing TEM-1 EspO1-1.  Blue 
fluorescence indicates translocation of fusion protein. Green fluorescence 
indicates no translocation. Images used with permission from Tobe et al., 
2006 [2].  
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Effector Sakai ID Result 
EspY1 ECs0061 Positive 
NleC ECs0847 Positive 
NleD ECs0850 Positive 
EspX2 ECs0876 Positive 
EspV’ ECs1127 Negative 
EspO1-1 ECs1567 Positive 
EspK ECs1568 Positive 
NleH1-2 ECs1814 Positive 
NleF ECs1815 Positive 
NleG7’ ECs2226 Positive 
NleG6-3’ ECs3488 Positive 
Tir ECs4561 Positive 
EspH ECs4564 Positive 
EspZ ECs4571 Positive 
EspG ECs4590 Positive 
EspY4 ECs4653 Positive 
EspX4 ECs5021 Negative 
 
 
Table 3.4: Results of the β-lactamase translocation assays 
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Effector Sakai ID Evidence 
EspY1 ECs0061 B 
NleC ECs0847 B 
NleH1-1 ECs0848 SC 
NleD ECs0850 B 
EspX2 ECs0876 B 
EspX7 ECs1560 S 
EspN ECs1561 S 
EspO1-1 ECs1567 SCFB 
EspK ECs1568 SFB 
NleG2-1* ECs1810/1 S 
NleA ECs1812 S 
NleH1-2 ECs1814 SCFB 
NleF ECs1815 SB 
NleG ECs1824 SF 
EspM1 ECs1825 SF 
NleG2-2 ECs1994 SCF 
NleG6-1 ECs1995 SCF 
NleG5-1 ECs1996 SCF 
NleG5-2 ECs2154 S 
NleG6-2 ECs2155 S 
NleG2-3 ECs2156 S 
NleG7* ECs2226 B 
EspJ ECs2714 SC 
TccP ECs2715 S 
EspM2 ECs3485 SF 
NleG8-2 ECs3486 SCF 
EspW ECs3487 SC 
NleG6-3* ECs3488 B 
EspL2 ECs3855 SF 
NleB1 ECs3857 SCF 
NleE ECs3858 SF 
EspF1 ECs4550 S 
EspB ECs4554 S 
Tir ECs4561 B 
Map ECs4562 S 
EspH ECs4564 SB 
EspZ ECs4571 SFB 
EspG ECs4590 SB 
EspY4 ECs4653 B 
Table 3.5: Evidence supporting effector status. B = positive result in 
β-lactamase assay, S = present in EHEC O157:H7 Sakai T3S secretome, 
C = positive result in CyaA translocation assay, F = positive result in 
FLAG tag staining, * = predicted pseudogene. Table adapted from [2]. 
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3.4 Discussion 
 
Forty-nine novel T3SS effectors were discovered in the EHEC O157:H7 genome by a 
bioinformatics survey (performed by M. Pallen and S.A. Beatson). In order to confirm the 
effector status of the candidate effectors, T3S-dependent secretion and translocation of 
effectors needed to be demonstrated.  
 
Four independent methods were used to demonstrate the T3S-dependent secretion and 
translocation of the candidate effectors. Three approaches were carried out by colleagues at 
the University of Osaka, Japan. In the first approach 31 effectors were shown to be secreted 
into the culture supernatant by the T3SS using secretome analysis. In the second approach 
translocation of 12 novel effectors was demonstrated using FLAG tagged effectors and 
immunofluorescence. The third approach, an adenylate cyclase translocation assay, 
confirmed the translocation of 10 predicted effectors. Work carried out at the University of 
Birmingham and Imperial College, London demonstrated translocation of candidate 
effectors using a β-lactamase translocation assay. Predicted effectors were expressed as 
TEM-1 fusion proteins within wild type EPEC 2348/69 or an isogenic non-T3SS EPEC 
strain. HeLa cells were infected with EPEC strains (expressing novel effector-TEM-1 
fusions). Translocation of effectors was monitored using the fluorescent substrate 
CCF2/AM. Results showed that 11 novel effectors and 4 LEE encoded effectors were 
translocated into HeLa cells via the T3SS.   
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Table 3.5 shows the results of each assay for each effector. Results from this study confirm 
that the effector repertoire of EHEC O157:H7 Sakai is much larger than previously 
imagined. The total number of T3SS effectors in this strain now stands at 39. The results of 
the β-lactamase assay together with the results of assays performed by collaborators confirm 
that homologues of Shigella Osp-type effectors i.e. EspL (a homologue of OspD), EspO1-1 
(a homologue of OspE) and NleH1-2 (a homologue of OspG) are translocated by the LEE 
T3SS. Significantly translocation of EspW, a homologue of HopW from the plant pathogen 
P. syringae was confirmed in this study. This implies that effectors target conserved aspects 
of eukaryotic cell biology and that the association between type-III secretion and eukaryotic 
subversion is ancient [2].  
 
3.4.1 Non-prophage encoded effectors 
 
As discussed in chapter one, effector genes encoded in non-phage encoded EELs are 
predicted to be substrates of the ETT2 T3SS (a second T3SS defunct in the Sakai strain). 
Two such candidate effectors (EspY1 and EspY4) were shown to be translocated through 
the LEE encoded T3SS using the β-lactamase assay. This shows that these putative effectors 
are genuine effectors (or at least were effectors of the ETT2 T3SS). 
 
3.4.2 Pseudogenes encode T3SS-translocated proteins 
 
Interestingly two effectors (NleG6-3’ and NleG7’) encoded by pseudogenes caused blue 
fluorescence in HeLa cells indicating that they were translocated via the T3SS. This shows 
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that the cryptic T3SS secretion signal remains intact despite the prediction that these 
effectors can no longer function. It is possible however that these effectors modulate the  
function of other effectors and thus play a role in cellular subversion. This thesis 
concentrates on effectors that are not encoded by predicted psuedogenes. However, further 
studies into pseudogene-encoded novel effectors (especially those that are translocated into 
host cells) may provide valuable insight into EHEC pathogenesis and evolution. 
Translocation could not be demonstrated for two of the 17 effectors tested (EspV’ and 
EspX4). EspV’ is a pseudogene, it is likely that the T3SS secretion signal has been disrupted 
by a frameshift or by mutations thereby preventing T3S of this effector.  
 
3.4.3 Future T3SS effector discovery and confirmation 
 
In addition to expanding the repertoire of T3SS effectors in EHEC O157:H7, the results of 
this study confirm that homology searches can be used to predict T3SS effectors reliably. 
Homology searches of the recently sequenced EPEC 2348/69 genome have revealed the 
presence of 21 putative T3SS effector genes [352]. Previous experimental studies of T3SS 
effectors have often relied upon transposon mutagenesis and other laborious techniques to 
discover individual novel T3SS effectors [350]. This study highlights the effectiveness of an 
alternative approach in which bioinformatics and mid-throughput translocation assays are 
used to identify novel T3SS effectors and confirm their translocation into host cells. Such 
approaches are becoming more relevant as the availability of next generation sequencing 
technology means that there is likely to be a huge increase in the number of sequenced 
bacterial genomes (including many T3SS organisms) in the near future [353] [354]. To 
exploit the vast quantities of information provided by increased genome sequencing e.g. for 
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defining the effector repertoires of numerous strains of pathogens/clinical isolates, 
researchers will need to identify novel T3SS effectors quickly, easily and accurately [355] 
[356]. The approach to T3SS effector discovery and confirmation demonstrated by Tobe et 
al [2] will most likely enable this. 
  
The Gateway system of cloning enabled fast and efficient cloning of candidate effectors into 
a β-lactamase expression vector. Entry vectors created in this study can be used in 
recombination reactions with other destination vectors and other model systems in the future 
– thereby reducing the need for further amplification of effector genes by PCR. 
 
The β-lactamase translocation assay was relatively straightforward to perform and allowed 
translocation of T3SS effectors to be investigated in live cells. Results appear to be reliable 
as they are consistent with studies on the secretion/translocation of LEE-encoded effectors 
[196]. However, there are limitations to the approaches used. For example the reporter 
proteins (e.g. adenylate cyclase) fused to the effectors were large and may have interfered 
with secretion through the T3SS apparatus. This may have caused false negative results. 
Also, translocation of individual effectors was tested using EPEC. There is thus no 
hierarchy of secretion between EHEC effectors in this model – false negative results may 
have occurred if secretion of the effector in question relies upon or is regulated by another 
EHEC-specific effector or protein.  Translocation should therefore be tested using strains of 
EHEC in which individual effectors are deleted. This would provide a more physiologically 
relevant model of translocation of T3SS effectors during EHEC infection.   
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CHAPTER FOUR 
Expression of effectors in mammalian cells 
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4.1. Introduction 
 
The second aim of this thesis was to characterise the effects of novel EHEC O157:H7 T3SS 
effectors on eukaryotic cells. This chapter documents work carried out by the author and R. 
Shaw to define the localisation of selected novel effectors in mammalian cells.  
 
4.1.1. Localisation as a clue to effector function 
 
Following translocation into host cells, effectors are often targeted to specific organelles and 
cell structures where they perform their role in cellular subversion [357]. For example, 
EPEC Map is targeted to the mitochondria [152] whereas Tir localises to the plasma 
membrane to function as the receptor for intimin [58] [358]. Protein sequence analysis and 
predicted secondary structure e.g. transmembrane domains, may give clues as to effector 
targeting in host cells. Often however, no such clues are available – YopM of Yersinia 
localises to the host cell nucleus despite containing no classical nuclear localisation signal 
[359]. Numerous studies of T3SS effectors have investigated the localisation of individual 
effectors within mammalian cells [254] [359] [360]. In addition to following effector 
localisation directly, observation of cell processes such as cytoskeletal rearrangements and 
vesicle trafficking can also be useful for gaining an insight into effector function as 
disruption of these processes may indicate interference by the effector [254] [361]. For 
example, phalloidin, a toxin from the death cap mushroom that binds to filamentous actin 
[362] can be used to probe for actin stress fibres and other actin-rich cytoskeletal 
formations. Such changes in the actin cytoskeleton may indicate that the effector interacts 
with actin or disrupts small GTPase signalling [159].  
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T3SS effectors can be introduced into mammalian cells by infection or transfection [363] 
[364]. Localisation of the effectors may then be monitored by immunofluorescence 
microscopy or immunoblotting of cell fractions. 
 
4.1.2. Infection 
 
Infection of cells with type III-secreting pathogens allows effectors to be studied during the 
course of a physiologically representative infection i.e. all T3SS components (e.g. 
chaperones) are present. The advantages of this method include; delivery of effectors into 
host cells through the T3SS and maintenance of the correct hierarchy of secretion (may 
allow effectors to act in concert e.g. SopE and SptP of Salmonella). However, redundancy 
between effectors and the co-operative nature of many T3SS effectors means that it can be 
difficult to characterise the effects of one effector when that effector is translocated into host 
cells alongside other effectors through the same T3SS [357]. Transient transfection allows 
effectors to be expressed individually within the eukaryotic cell, making it easier to 
determine the contribution of a particular effector to cellular subversion [365]. This study 
used transfection of HeLa cells to examine the localisation of GFP-tagged EHEC O157:H7 
T3SS effectors. 
        
4.1.3. Transfection 
 
Transfection introduces nucleic acids into eukaryotic cells through a non-viral mechanism 
e.g. electroporation, microinjection [366], calcium phosphate [367], cationic polymer- and 
cationic lipid-mediated transfection [368]. The method of microinjection was considered for 
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this study whereby a microneedle is used to inject DNA directly into the eukaryotic cell. 
However, microinjection is a process that requires much skill and time as each cell is 
transfected individually [366]. Cells may be damaged by microinjection and throughput is 
very low [366]. Therefore, transfection mediated by cationic lipids was used as it provided a 
high-throughput system whereby effectors could be screened quickly and easily with 
existing laboratory equipment. In this method, DNA is delivered to the eukaryotic cell in the 
external milieu. Uptake of DNA by the eukaryotic cell is aided by cationic lipid molecules 
that bind to/condense DNA to produce a positively charged DNA-liposome transfection 
complex [369]. This complex interacts with the negatively charged host cell membrane 
[370]. Transfection complexes are then thought to be taken up by the eukaryotic cells by 
endocytosis [369]. Cells are not damaged by the delivery of DNA and the throughput is 
much higher than microinjection as many cells can be transfected simultaneously [368]. 
Transient transfection of mammalian cells has been used to investigate the functions and 
localisation of effectors from many T3SS organisms including Yersinia [371], Pseudomonas 
[361], EPEC [254], Salmonella [372] and Shigella [373].  
 
4.1.4. Protein tags 
 
Protein localisation within cells can be followed using antibodies to the protein of interest. 
However, when screening a large number of proteins it is laborious and expensive to obtain 
antibodies to each protein of interest. Therefore the protein of interest is often tagged with 
an epitope tag; usually a small peptide often derived from a viral protein e.g. myc, 
haemagglutinnin (HA), V5, or FLAG [374]. Antibodies for a range of tags are commercially 
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available at low cost. Therefore, protein tags provide an easier and more cost-effective 
method for following proteins of interest by immunofluorescent microscopy. 
 
Green fluorescent protein (GFP) is a 25kDa chromoprotein derived from the jellyfish 
Aequoria victoria [375]. GFP is photoactivatable, insensitive to pH and tolerates fusions – it 
is therefore a useful biological reporter protein and has been used to study protein 
expression, movement, localisation and protein interactions in a range of cell types [376] 
[377]. However, GFP cannot pass through the T3SS [225] so cannot be used in infection 
studies. GFP is useful in transfection studies of T3SS effectors where delivery of the 
effectors by the T3SS is not required. Fusion to GFP has also been shown to increase the 
overall stability of fusion proteins [378] [379].  
 
In this study, effector proteins were expressed as GFP fusions within HeLa cells. The 
Gateway vector pcDNA-DEST53 (Invitrogen) was used for transfection of mammalian cells 
with effector genes. Recombination between entry vectors and pcDNA DEST53 allowed 
expression of GFP–effector fusion proteins. The localisation of GFP-effector fusion proteins 
within HeLa cells was followed by fluorescence microscopy. Fluorescent 
tetramethylrhodamine isothiocyanate (TRITC) phalloidin was also added to transfected cells 
following fixation to probe for actin stress fibres and other actin-rich cytoskeletal 
formations.  
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4.1.5. Site-directed mutagenesis 
 
Another aim of this thesis was to dissect sequence-activity relations for selected effectors. 
To investigate the significance of individual amino acid residues in individual effectors, in 
vitro site-directed mutagenesis was used. Site-directed mutagenesis is a useful technique as 
it allows specific amino acid residues/motifs of a protein to be mutated [380]. This study 
made use of the commercially available QuikChange II Site-Directed Mutagenesis Kit 
(Stratagene, USA) to quickly, easily and reliably mutate effector genes. This method uses a 
double-stranded methylated DNA vector with the insert of interest (effector gene) as a 
template. Mutagenic primers containing the desired mutation are then used to generate a 
mutated plasmid through thermocycling and extension of the primers by PfuUltra DNA 
polymerase. The methylated parent plasmid is digested using Dpn I (an endonuclease 
specific for methylated DNA). The mutated plasmid is selected for as it is not methylated 
and therefore not affected by Dpn I. Mutated plasmids are then transformed into and 
propagated within E. coli [381]. 
 
4.1.6. Targeting residues of EspM2 for mutagenesis 
 
Amino acids that are highly conserved between homologous proteins are likely to be 
important for function and/or structure of a protein [382]. Conserved residues can be 
identified by producing a multiple sequence alignment of homologous proteins [383]. 
Figure 4.1 shows a multiple sequence alignment of representative members of the IpgB 
family of effectors including EspM [384], Map [153], EspT [385], IpgB1 and IpgB2 [159]. 
An alignment of 24 members of the family can be seen in Alto et al (2006) [159]. The 
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multiple sequence alignment reveals a number of conserved amino acid residues: Trp70, 
Glu74, Ser80, Leu118 and Asp119 (figure 4.1). In this study, Ser80, Leu118, Asp119 and 
Phe195 (non-conserved) were mutated by site directed mutagenesis to determine the 
contribution of these residues to effector function and targeting. The residues were 
substituted with alanine as it is a small amino acid, likely to preserve protein folding by 
conserving steric and hydrophobicity properties. Therefore any effect on protein function is 
more likely due to loss of amino acid side chain and not due to disruption of overall protein 
structure [386].  
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   MapEPEC  215488973 --LMINHGKLTTQLLQAVAKQTGSSDTQQWFKQEQITFLSRAVNKTVDDY 47-94 
   MapCIROD  15723928  --LMINHDKLTAQLLKAVAKQTGNGDTQQWFRQEQITFISKTVNKTVHDY 47-94 
   MapSAKAI  15833816  --FVINHGKLTNQLLQAVAKQTRNGDTQQWFQQEQTTYISRTVNRTLDDY 47-94 
   EspM2SAKAI 15832739  --ISFSVRKFSGNILETVRRQS-TKDIDEWIKDERIVYPSRVINQEIDNY 44-90 
   bfpT EPEC  4126789  --IHFSVRKFSGNILDTVNRQN-TKDINGWIKDERIVYPSRVINQEIDNY 44-90 
   EspM1SAKAI  15831079  --IRFNVNKFSGCILETVSRQS-TKDIHGWVSDERTVYPSRVINQEIDNC 44-90 
   EspM2CIROD  169788415 --VSFSTDHMNKQILSTVSRQS-TKDLLAWKKDEKVIYPSRLVNIGIDKY 40-86 
   IpgB2SF  32306996  --VKISSTKINTSILSSVSEQI-GENITDWKNDEKKVYVSRVVNQCIDKF 36-82 
   EspTCIROD  202957371 --ISFSYLRLESELMQCINLKN-EGKMNEWMREECICFVSRDVNKQLDIF 37-83 
   IpgB1SF  18462570  FGCPVNINKIRDSVIDKIKDSNSGNQLFCWMSQERTTYVSSMINRSIDEM 47-96 
                         
 
   MapEPEC  215488973 CMSNNSAISKETKCRIFKEVESAI-QQPLDMNCAQSSISHFLQSNKYFN- 142 
   MapCIROD  15723928  CINNNSTINKETKQHIFKAVESVI-QQPLDINCAQSSISHFLQSNKYFN- 142 
   MapSAKAI  15833816  CRSNNSVISKETKGHIFRAVENAL-QQPLDMNGAQSSIGHFLQSNKYFN- 142 
   EspM2SAKAI  15832739  CFQKNAKISTEERQRVFFLVSQEN-QLTLDVKAAQSSINHVIMGSASFG- 138 
   bfpTEPEC  4126789  CFQKNAKISTEERQRVFSLVRQRY-QLTLDVKAAQSSINHVIMGNASFG- 138 
   EspM1SAKAI  15831079  CLQKNAKISSEERKMVFSLVSKEF-ELTLDVKAAQSSINHIIIGNASFG- 138 
   EspM2CIROD  169788415 CAENNTNVTGRVRQRVFAMISKDF-GIKLDARSAQSSINHIITGNGSFG- 134 
   IpgB2SF  32306996  CAEHSRKIGDNLRKQIFKQVEKDY-HISLDINAAQSSINHLVSGSSYFK- 130 
   EspTCIROD  202957371 AKNNQTTIPGCVRERVFQRASFHC-GFSLDVRCAQTSTHHMILNSLYFQ- 131 
   IpgB1SF  18462570  AIHNGVVLTSDNKRNIFAAIEKKFPDIKLDEKSAQTSISHTALNEIASSG 146 
                              
 
   MapEPEC  215488973 QKVDEQCGKGVDPITRFNTQTKLIEQVSREIFEQNFST-AKISDIKALTE 191 
   MapCIROD  15723928  KIVDEQCGKGVDPITRFNTQTKMIDDVSCELFEKNFNS-TKVSDIKAITQ 191 
   MapSAKAI  15833816  QKVDEQCGKRVDPITRFNTQTKMIEQVSQEIFERNFSG-FKVSEIKAITQ 191 
   EspM2SAKAI  15832739  KKMDALC-DGMSRDVKNRTSDTIANLLADKFYQKHIDSDIDIVKLRNDIP 187 
   bfpTEPEC  4126789  KKIDTLC-DSMSRGCKNRTADCIANLLADKFYQKHIEPDIDIVKLRNEIP 187 
   EspM1SAKAI  15831079  KKMDALC-DGMSRAVKNSTTDYIANVLADKFYQKHIAPGVDIVKLRNEIP 187 
   EspM2CIROD  169788415 KKTASLC-EGMDRGVKNKAADMLANQLADIFFEKNISQDINIKKLQNDVK 183 
   IpgB2SF  32306996  KKMDELC-EGMNRSVKNDTTSNVANLISDQFFEKNVQY-IDLKKLRGNMS 178 
   EspTCIROD  202957371 KKMDTLF-GSADVEVRNQCVRTALSSLADIFFERNVNS-IDMNKFRDKVY 179 
   IpgB1SF  18462570  LRAKILKRYSSDMDLFNTQMKDLTNLVSSSVYDKIFNESTKVLQIEISAE 196 
                                          
 
   MapEPEC  215488973 KAIADNVQDTRL 203 
   MapCIROD  15723928  SVIADCVQDTRL 203 
   MapSAKAI  15833816  NAILEHVQDTRL 203 
   EspM2SAKAI  15832739  DYLMRAIQG--- 196 
   bfpTEPEC  4126789  DYLRCAIQA--- 196 
   EspM1SAKAI  15831079  GYMSRVIQG--- 196 
   EspM2CIROD  169788415 RYIIMANAMSA- 194 
   IpgB2SF  32306996  DYITNLESPF-- 188 
   EspTCIROD  202957371 DAIVQEAQRT-- 189 
   IpgB1SF  18462570  VLKAVYRQSNTN 208 
Figure 4.1 Alignment of WxxxE family members. Clustal alignment of 
EHEC EspM2 and other family members. Genbank ID# is listed. The WxxxE 
motif is highlighted in red. Conserved (yellow) and non-specific (blue) residues 
mutated in transfection experiments are highlighted. Consistent with P. 
syringae nomenclature, species/strain names are shown as subscript suffixes: 
EPEC (EPEC 69), CIROD (C. rodentium), SAKAI (EHEC O157:H7 Sakai), SF 
(S. flexneri).  
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4.2. Methods 
 
4.2.1. Gateway DNA cloning 
PCR 
Thirteen effectors were amplified by PCR (author and R Younis performed five reactions 
each, S.A. Beatson performed three reactions) as described in chapter 2. Primers used in this 
study are listed in table 4.1. 
TOPO cloning 
Thirteen effectors were cloned into pENTR-D-TOPO (no Shine-Dalgarno sequence). 
Author performed five Topo
 
cloning reactions as described in chapter 2 (R. Younis 
performed five reactions, S. A. Beatson performed three reactions). Entry vectors used in 
this study are listed in table 4.2 
LR recombination 
Thirteen effectors were recombined (as described in chapter 2) into Gateway mammalian 
cell expression vector pcDNA-DEST53 (figure 4.2). Destination vectors used in this study 
are listed in table 4.2. The author performed eight successful LR reactions, R. Younis 
performed five. Destination vectors were confirmed by DNA sequencing according to 
standard procedures described in chapter 2. Details of growth media, chemical 
transformation of TOP10 E. coli and plasmid preparation can also be found in chapter 2.  
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Figure 4.2: pcDNA DEST53. Gateway destination vector for mammalian 
expression of N-terminal GFP fusion. Expression of the GFP-effector fusion was 
controlled by a cytomegalovirus (CMV) promoter. 
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Primer Sequence (5’-3’) 
DNA sequencing  
 
GatewayM13F GTAAAACGACGGCCAG 
gwpDEST53GFPf GAGTTTGTAACTGCTGCTGGG 
gw.pDEST53_R2 GCTGATCAGCGGGTTTATCTT 
gw.pDEST53_R3 CCACTTTGTACAAGAAAGC 
 
Amplification of effector genes 
 
 
ECs0850.gwF CACCATGCGCCCTACGTCC 
nsGW.0850r AAGCAATGGATGCAGTCTTACC 
ECs1812.gwF CACCATGAACATTCAACCGACC 
ECs1812.gwR GACTCTTGTTTCTTGGAT 
ECs1815gwF CACCATGTTACCAACAAGTGGT 
ECs1815gwR TCCACATTGTAAAGATCC 
ECs1824.gwF CACCATGCCTGTCATATTAAAC 
ECs1824.gwR AATTCTAGTGCATATATTTTG 
ECs1994gwF CACCATGCCATTAACCTCAGAT 
ECs1994gwR ATTACCCTTTATAACGAA 
ECs1825.gwF CACCATGCCAGTAAATGCG 
nsGW.1825r CCCCTGTATAACACGACTC 
ECs2714.gwF CACCATGTCAATTATAAAAAAC 
ECs2714.gwR TTTTTTGAGAGGATATATG 
ECs3485.gwF CACCATGCCGATGAATACT 
nsGW.3485r TCCCTGTATAGCACGCATC 
ECs3486.gwF CACCATGCCAGTCATATTAAAT  
ECs3486.gwR AATACTGTTTTGTTGAAG  
ECs3487.gwF CACCATGCCCAAAATATCATCAG 
ECs3487.gwR ATTTCTAACCAAGGGGTCC 
ECs3488.gwF CACCATGGAGAGAAGGGCT 
ECs3488.gwR TTAAGCATCACTTGCAAC 
ECs3857.gwF CACCATGTTATCTTCATTAAATG 
ECs3857.gwR CCATGAACTGCAGGTATAC 
ECs3858.gwF CACCATGATTAATCCTGTTAC 
ECs3858.gwR CTCAATTTTAGAAAGTTTAT 
ECs4562.gwF CACCATGTTTAGTCCAATGACAATG 
ECs4562.gwR CAATCGGGTATCCTGTAC 
 
Table 4.1: DNA primers used in this study 
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Effector Sakai 
ID 
Entry vector Entry vector 
source 
GFP 
Destination 
vector (pcDNA 
DEST53) 
Destination 
vector source 
Map ECs4562 SME14a This study SM14.14a This study 
NleE ECs3858 SME20a This study SM14.20 This study 
NleB ECs3857 SME13.19a This study pDEST3857 R. Younis, this 
study 
NleG6-3 ECs3488 pENTR-D-
3488 
This study pDEST3488 R. Younis, this 
study 
EspW ECs3487 pENTR-D-
3487 
This study pDEST3487 R. Younis, this 
study 
NleG8-2 ECs3486 pENTR-D-
3486 
This study pDEST3486 R. Younis, this 
study 
EspM2 ECs3485 pR1.26b R. Younis, 
this study 
pDEST3485  R. Younis, this 
study 
EspJ ECs2714 SME4.3 This study SM16.4.3b This study 
NleG2-2 ECs1994 SME37a This study SM14.37a This study 
NleG ECs1824 pSB2.12A S.A.Beatson, 
this study 
SM3.6 This study 
NleF ECs1815 pSB10.10B S.A.Beatson, 
this study 
SM16.11a12 This study 
NleA ECs1812 pSB2.10B S.A.Beatson, 
this study 
SM14.10b This study 
NleD ECs0850 pR1.27a R. Younis, 
this study 
pDEST0850 This study 
 
Table 4.2: Vectors used in this study. 
 
 
Plasmid Purpose Source 
pDEST/GW-53/CAT GFP control Invitrogen 
pRK5 myc Expression of Rho (actin stress 
fibre formation) 
L. Machesky, University 
of Glasgow 
 
Table 4.3: Control vectors used in this study. 
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4.2.2. Site directed mutagenesis 
 
Primer design 
Mutagenic primers were designed using the primer design guidelines issued by Stratagene 
or by using the Quikchange Primer Design Program available at www.stratagene.com. 
Briefly, both mutagenic primers contained the mutation (in the middle of the primer) and 
annealed to the same sequence on opposite strands of the plasmid; primers were between 25 
and 45 bases long with a melting temperature >78°C and a minimum G+C content of 40%. 
Mutagenic primers (purified by polyacrylamide gel electrophoresis) were obtained from 
Eurogentec. Mutagenic primers used in this study are shown in table 4.4.    
ECs3485 mutagenesis (performed by R. Younis) 
Template plasmid DNA was obtained from a dam
+
 E. coli strain to ensure selection for 
mutated plasmids following treatment with Dpn I. The reaction mixture consisted of 5 µl of 
10x reaction buffer, 40 ng dsDNA template (pDEST53-3485), 125 ng each mutagenic 
primer, 1 µl dNTP mix, 1 µl PfuUltra DNA polymerase (2.5 U/µl) and 50 µl dH2O. 
The following reaction cycle was used: 
95°C 30 seconds 
95°C 30 seconds 
55°C 1 minute 
68°C 3 minutes 
4°C until use 
Cycle x 16 
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Dpn I digestion 
10 U Dpn I restriction enzyme was added to each reaction mix after amplification. The 
mixture was mixed by pipetting and then incubated for 1 hour at 37°C to digest the 
nonmutated, parental DNA. Dpn I treated DNA was then transformed into chemocompetent 
E. coli (strain XL-1 Blue) as outlined in chapter 2. Mutagenesis was confirmed by DNA 
sequencing as outlined in chapter 2.  
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Primer pair Sequence Mutation/s 
introduced 
3485.2afS 
3485.2arS 
5’ GATAGTATATCCCGCAAGGGTGATCAACCAG 3’ 
5’ CTATCATATAGGGCGTTCCCAGTAGTTGGTC 3’ 
S80A 
3485.3afQ 
3485.3arQ 
5’ GATGCGTGCTATAGCAGGATGAGGTGGGCGC 3’ 
5’ CTACGCACGATATCGTCCTACTCCACCCGCG 3’ 
Q195A 
3485.4xfLD 
3485.4xrLD 
5’ TCAACTAACCGCAGCAGTTAAGGCAGCACAAAG 3’ 
5’ AGTTGATTGGCGTCGTCAATTCCGTCGTGTTTC 3’ 
L118A D119A 
 
Table 4.4: Mutagenic primers used in site directed mutagenesis of EspM2. 
 
  
Table 4.5: Mutated EspM2 vectors created and used in this study. 
Effector Destination vector Source 
EspM2S80A pDEST53 3485 2a  R. Younis, 
this study 
EspM2Q195A pDEST53 3485 3a R. Younis, 
this study 
EspM2L118D119A pDEST53 3485 4x R. Younis, 
This study 
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4.2.3. Transfection 
Preparation of DNA for transfection (DNA maxiprep)   
To ensure high transformation efficiency, DNA used in mammalian cell transfection was 
required to be of a high quality, high concentration and endotoxin-free. Endofree Maxiprep 
(Qiagen, USA) kits were used for the preparation of plasmid DNA (all reaction vessels used 
for preparation of DNA were new/endotoxin-free). Briefly, single colonies of transformed 
TOP10 E. coli were picked and grown overnight (37°C, shaking at 200rpm) in 5 ml of LB 
broth supplemented with 100 µg/ml of ampicillin. 250 µl of this overnight culture was used 
to inoculate 250 ml LB broth supplemented with 100 µg/ml ampicillin. Cells were grown 
overnight at 37°C with shaking (200rpm). The bacterial culture was then centrifuged at 
6000 x g for 15 minutes at 4°C. Plasmid DNA was obtained by a standard alkaline lysis 
method using a commercially available maxiprep kit (Qiagen, USA) following the 
manufacturer’s instructions. Plasmid DNA was eluted in 300 µl elution buffer.  
Preparation of Lipofectamine-DNA complexes 
Transfection solutions were prepared by adding 6 l Lipofectamine 2000 (Invitrogen, UK) 
to 10 l PBS. Endotoxin-free DNA stocks of 0.025 g/ l were prepared in PBS. 16 l of this 
stock was added to the Lipofectamine solution and mixed by gentle pipetting. 
Lipofectamine is a cationic lipid with a positively charged head group that interacts with 
and condenses DNA [369] [370]. Lipofectamine-DNA complexes interact with negatively 
charged cell membranes to promote endocytosis of the complex [368]. Prior to transfection, 
Lipofectamine-DNA complexes were allowed to form for 15 minutes at room temperature. 
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Immediately before transfection, 200 l serum free DMEM was added to the 
Lipofectamine-DNA solution and mixed gently.   
Lipofectamine transfection 
HeLa cells were seeded on borosilicate glass coverslips (VWR, US) in 6-well tissue culture 
dishes (Invitrogen) and grown for 48 hours at 37°C to provide approximately 1 x 10
5
 cells 
for transfection.  Immediately before transfection, cells were washed twice with serum-free 
DMEM. 800 l of serum-free medium was then added to the cells. 232 l of the transfection 
solution containing 0.5 g DNA complexed to Lipofectamine was gently added to each 
well. Cells were then incubated for 6 hours at 37°C 5% CO2. The transfection medium was 
then removed and the cells washed twice in DMEM (10% FCS). 2.5ml DMEM (10% FCS) 
was added to each well and the cells incubated overnight at 37°C 5% CO2. R. Shaw and 
author performed 60% and 40% (respectively) of transfections of HeLa cells. 
 
4.2.4. Immunostaining 
 
Coverslips were washed 3 times in PBS before being fixed in 3% paraformaldehyde for 15 
minutes. Coverslips were then washed again (3 times in PBS) before cells were 
permeabilised for 4 minutes in PBS/0.1% Triton X-100. Coverslips were washed three times 
in PBS, quenched for 15 minutes in 50mM NH4Cl and washed again (3 times in PBS). 
Coverslips were placed on dental wax and 5 µg/ml of tetramethylrhodamine isothiocyanate 
(TRITC)-conjugated phalloidin was added to each to stain the actin cytoskeleton. Phalloidin 
is light sensitive and extremely toxic therefore great care must be taken when handling. 
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Coverslips were incubated in the dark for 40 minutes at room temperature. Coverslips were 
transferred to a darkened 24-well plate and washed 3 times with PBS. Coverslips were then 
mounted on microscopy slides using 2 µl Citifluor AF1 (Citifluor, UK) and sealed with nail 
varnish. 
 
4.2.5. Microscopy 
 
All samples were examined using a Leica DMR immunofluorescence microscope equipped 
with a DC200 digital camera. Green (GFP) and red (TRITC-Phalloidin) images were 
analysed and superimposed using Leica IM1000 software. This allowed visualisation of 
GFP-effector proteins as green and actin as red.   
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4.3. Results 
 
4.3.1. Gateway vectors 
 
Thirteen pENTR-D-TOPO entry vectors and pcDNA-DEST53 mammalian expression 
vectors containing selected effector genes were successfully created. Entry vectors will be 
able to be used in LR recombination reactions with alternative destination vectors in future 
studies.  
 
4.3.2. NleB, NleF, EspM2 and EspW diffusely localise within the host cell 
cytoplasm 
 
Human epithelial (HeLa) cells were transiently transfected with the Gateway mammalian 
expression vector pcDNA-DEST53. This allowed expression of individual GFP-effector 
fusion proteins within the mammalian cell. GFP localisation was followed using 
fluorescence microscopy. TRITC-phalloidin was also used to visualise the actin 
cytoskeleton of transfected cells. Transfections were repeated 3 times and 20 images of 
transfected cells were recorded per transfection. Representative images of transfected cells 
are shown in figures 4.3 to 4.14 (transfections and image acquisition were performed by the 
author unless otherwise stated). HeLa cells were transfected with pDEST/GW-53/CAT 
plasmid as a control. This plasmid allows expression of GFP alone and was used to 
determine transfection efficiency and the effects of GFP expression on the mammalian cell. 
In cells transfected with the control plasmid, GFP was diffusely localised throughout the 
cytoplasm and nucleus with areas of higher concentrations of GFP in vesicle-like structures. 
Cells transfected with the control also showed no other changes compared to untransfected 
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cells. EHEC O157:H7 T3SS effector Map was used as a positive control as this effector has 
been well characterised and is known to localise to mitochondria and induce filopodia [153]. 
GFP-Map showed a punctate perinuclear localisation and filopodia were induced (figure 
4.3). In cells expressing EspW, NleB1, NleD, NleF and EspM2, GFP was diffusely localised 
throughout the cytoplasm (figures 4.4 - 4.8, 4.13). Cells expressing NleD showed diffuse 
cytoplasmic GFP localisation (80% cells) and, occasionally, punctate GFP aggregates (20% 
cells) (figure 4.7). No changes in the actin cytoskeleton were observed in cells expressing 
NleF, EspW, NleB or NleD.   
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Figure 4.3: HeLa cell control transfections, stained with TRITC-phalloidin 
(A) non-transfected cells, (B) cells transfected with pcDNA CAT GFP, (C) 
cells transfected with Map (performed by R. Shaw). Filopodia are indicated. 
Scale bar represents 20 µm. 
A 
B 
C 
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Figure 4.4: HeLa cells transfected with EspW (ECs3487) (A) GFP 
only, (B) TRITC-phalloidin, (C) merged image. 
A B 
C 
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Figure 4.5: HeLa cells transfected with NleB1 (ECs3857). (A) 
GFP only, (B) TRITC-phalloidin actin stain, (C) merged image. 
A B 
C 
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Figure 4.6: HeLa cells transfected with NleB1 (ECs3857). (A) 
GFP only, (B) TRITC-phalloidin actin stain, (C) merged image. 
C 
B A 
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Figure 4.7: HeLa cells transfected with NleD (ECs0850). (A, B) GFP 
only, (C,D) TRITC-phalloidin actin stain, (E,F) merge showing 
differences in localisation patterns observed for the same effector. 
A B 
C D 
E F 
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Figure 4.8: HeLa cells transfected with NleF (ECs1815). (A) GFP 
only, (B) TRITC-phalloidin, (C) merge. 
A B 
C 
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4.3.3. NleA, NleE, NleG and EspJ show punctate localisation within the 
mammalian cell cytoplasm 
 
In contrast to the diffuse localisation patterns of EspM2, NleB1, NleD, NleF and EspW, 
several effectors: NleA, NleE, NleG and EspJ showed punctate localisation within the 
cytoplasm of transfected cells. EspJ appeared in spots around the cell nucleus suggesting 
that this effector may be targeted to a perinuclear organelle such as the ER or to secretory 
vesicles.  
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Figure 4.9: HeLa cells transfected with NleA (ECs1812). 
Transfection and images A, B and C performed by R. Shaw. 
A 
A B 
C D 
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Figure 4.10: HeLa cells transfected with EspJ (ECs2714) (performed by R. 
Shaw). Scale bar represents 20 µm. 
Figure 4.11: HeLa cells transfected with NleE (ECs3858) (performed by R. 
Shaw). Scale bar represents 20 µm.  
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Figure 4.12: HeLa cells transfected with NleG.  (A, B) NleG8-2 (ECs3486), (C, 
D) NleG6-3 (ECs3488), (E) NleG2-2 (ECs1994), (F) NleG (ECs1824). 
Transfections A-E performed and images taken by R. Shaw. 
A B 
C D 
F E F 
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4.3.4. EspM2 promotes actin stress fibre formation 
 
TRITC-phalloidin staining showed that actin stress fibres were formed in HeLa cells 
expressing wild type EspM2 (figure 4.13). Levels of actin stress fibre formation were 
comparable to cells expressing Rho, a small GTPase that regulates actin stress fibre 
assembly [387] as shown using Hela cells transfected with pRK5 myc (a Rho expression 
vector).  
 
4.3.5. EspM2 mutants show altered patterns of localisation and decreased 
stress fibre formation 
 
HeLa cells were transiently transfected with mutated EspM2. Localisation of EspM2S80A 
was similar to wild type i.e. diffuse cytoplasmic localisation. Actin stress fibres were also 
seen in cells expressing EspM2S80A mutant (comparable to levels caused by expression of 
wild type EspM2 and Rho). However, cells expressing EspM2Q195A and EspM2L118A/D119A 
showed altered localisation of GFP. GFP was no longer diffusely localised throughout the 
cytoplasm but appeared as small cytoplasmic aggregates (figure 4.14). No actin stress fibres 
were seen in cells transfected with EspM2Q195A and EspM2L118A/D119A (figure 4.14). 
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Figure 4.13: Hela cells transfected with EspM2. (A) GFP-EspM2 localisation, 
(B) TRITC-phalloidin actin stain, (C) merged image, (D) Hela cells transfected 
with pRK5-Myc to induce actin stress fibres. Actin stress fibres are indicated. 
A B 
C D 
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Figure 4.14: Hela cells transfected with EspM2 mutants. (A, B) EspM2S80A, 
(C, D) EspM2L118/D119A, (E) EspM2Q195A, (F) EspM2wt. Actin stress fibres are 
indicated. Scale bar represents 20 µm. 
A B 
C D 
E F 
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4.4. Discussion 
 
Transfection has been used successfully to study many T3SS effectors. In this study, 
transient transfection was used to study the localisation of selected novel EHEC O157:H7 
effectors. Effectors were expressed as N-terminal GFP fusions within human epithelial 
(HeLa) cells. The localisation of GFP was followed using fluorescence microscopy. Four 
effectors; EspM2, NleB1, NleF and EspW were diffusely localised within the host cell 
cytoplasm whereas seven effectors including effectors from the NleG family, NleA, NleE 
and EspJ were not diffusely localised and showed punctate localisation patterns within the 
host cell.  
 
Diffuse localisation of EspM2, NleB1, NleF and EspW suggests that these effectors are not 
targeted to a specific organelle or cellular compartment. Further studies of EspM2 [388] and 
NleF [300] have confirmed cytoplasmic localisation of these effectors. 
 
The non-diffuse patterns of localisation of NleA, NleE, EspJ and NleG are difficult to 
interpret as GFP localisation may indicate that the effectors are targeted to specific 
organelles or that there was poor transfection/expression or misfolding of the effectors 
within the mammalian cell. To determine the exact localisation of the effectors, cell 
compartment-specific dyes/antibodies could be used e.g. MitoTracker (Invitrogen)
 
for 
visualising mitochondria, DAPI for visualising DNA/nucleus. In agreement with the 
punctate localisation patterns seen in this study, NleA has been shown to localise to the 
Golgi [295] whereas a study by Zurawski et al (2008) showed that OspZ (a Shigella NleE 
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homologue) demonstrates similar localisation to EHEC NleE in infected cells [389]. The 
perinuclear punctate localisation of GFP-EspJ suggests that EspJ may localise to the 
ER/secretory vesicles [390]. These findings support those of Marches et al (2008) who also 
found that EspJ-FLAG showed punctate, endomembrane localisation in transfected COS-7 
cells. EspJ has since been shown to inhibit opsono-phagocytosis – possibly by blocking 
membrane/membrane-borne regulator trafficking [390].  
 
Transfection of cells with NleD (ECs0850) demonstrated inconsistent results i.e. diffuse 
patterns of GFP were seen in 80% of cells whereas aggregates of GFP were present in 20% 
of cells. This may have been due to degradation of the GFP-effector fusion protein perhaps 
due to cell stress caused by toxicity of the effector. Studies have shown that effectors 
introduced by transfection do not always localise to the same place as those introduced by 
bacteria. For example, SseG (Salmonella) targets the endoplasmic reticulum and 
microtubules when delivered by bacteria [391] [392] but targets the Golgi of transfected 
cells [393]. Therefore, transfection is not wholly reliable and may not accurately reflect 
effector localisation during an infection – infection studies should be undertaken to confirm 
the localisation of effectors. Infection studies would eliminate the possibility that 
localisation patterns are due to poor transfection or expression of the effector within HeLa 
cells.  
 
Transfected cells were stained with TRITC-phalloidin to visualise the actin cytoskeleton. 
There were no actin cytoskeletal changes observed in transfected cells except those 
expressing EspM2. In these cells, there was an increase in actin stress fibre formation. 
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Similar actin stress fibres are induced in cells over-expressing the small GTPase, Rho [394] 
[395].  This suggests that EspM2 might function by interfering with actin directly or by 
modulating actin cytoskeletal dynamics through activation of small GTPases. In similar 
experiments by Alto et al, a homologue of EspM2, IpgB2 from Shigella, induced the 
formation of actin stress fibres in transfected HEK293 cells. Alto et al showed that EspM2 
(and EspM1) belong to a family of effectors that contain an invariant Trp-xxx-Glu (WxxxE) 
motif. This family contains T3SS effectors from Shigella (IpgB1, IpgB2), Salmonella (SifA, 
SifB) and EPEC (Map) [159]. Work by Alto et al [159] has shown that these effectors 
appear to mimic the GTP-active forms of Rho-family GTPase. Map mimics Cdc42, IpgB2 
mimics RhoA and IpgB1 mimics Rac-1 to promote filopodia, stress fibre formation and 
membrane ruffles respectively [159]. Arbeloa et al have since confirmed that EspM2 causes 
global parallel stress fibre formation in a RhoA-dependent mechanism [388].  
 
Mutation of Leu118/Asp119 and Phe195 to alanine affected GFP-effector localisation and 
stress fibre formation within HeLa cells. This may have been caused by protein misfolding 
and degradation. However, Arbeloa et al found that mutagenesis of L114 and D115 of 
EspM3 resulted in the formation of local parallel stress fibres instead of radial stress fibres 
[388]. Leu118 and Asp119 of EspM2 may therefore be important in controlling the 
conformation of actin stress fibres in host cells. Arbeloa et al also showed that mutagenesis 
of other conserved residues in EspM3 did not have any effect on stress fibre formation – 
similarly, results of this study showed that mutation of Ser80 to alanine did not affect 
effector localisation or stress fibre formation. Structural studies may help to elucidate the 
mechanism by which EspM2 promotes the formation of stress fibres. 
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In evaluation, transfection of Hela cells with GFP-effector fusions has provided an insight 
into the localisation of twelve EHEC O157:H7 non-LEE encoded T3SS effectors. 
Transfection also provided an insight into the function of EspM2. However, the localisation 
pattern of a small number of effectors, especially NleD, was also inconsistent. This 
highlights some of the limitations of the approach used. For example, expression of 
effectors was driven by a powerful viral promoter (CMV) – it is possible that high level 
expression of effector proteins may have led to aberrant targeting within the transfected cell. 
Also, localisation of effectors was observed at only one time point (12 hours) after 
transfection. A number of T3SS effectors are known to move between cellular 
compartments e.g. YopM moves to the nucleus by a mechanism that requires vesicular 
trafficking [359]. The subcellular localisation of the novel effectors should therefore be 
investigated at more time points after transfection e.g. at 6 and 24 hours to confirm that the 
correct subcellular localization (or movement of the effector through the cell) has been 
observed. As mentioned in chapter 3, there are limitations to studying T3SS effectors in 
isolation. During infection, effectors may interact inside host cells which may affect the 
localisation of each individual effector e.g. Tir and EspFu co-localise to the pedestal during 
infection [263]. The localisation of novel effectors should therefore also be investigated and 
confirmed using other methods (e.g. infection) and model systems. Yeast provides an ideal 
alternative model in which to study T3SS effectors – yeast cell culture is simple and less 
time-consuming that mammalian cell culture and there are many techniques that can be used 
to investigate T3SS effector function. Chapter 5 documents investigations into effector 
localisation and function using a yeast cell model.   
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CHAPTER FIVE 
Expression of effectors in Saccharomyces 
cerevisiae 
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5.1. Introduction 
 
The Saccharomyces cerevisiae model is increasingly being used to study T3SS effectors as 
it is simple and can provide valuable insights into effector localisation and function within 
eukaryotic cells. There are a variety of assays and techniques using the yeast cell model that 
have been used to dissect T3SS effector function. In this chapter, selected effectors were 
screened using a yeast growth inhibition assay to identify effectors with deleterious effects 
on yeast. The localisation of selected effectors within yeast cells was investigated using 
yeast reporter strains. The effect of effector expression on chitin localisation and cell 
morphology was also investigated. Finally, an attempt was made to dissect sequence-
activity relations for effectors EspM2 and NleG8-2.   
 
5.1.1. Expression of proteins in yeast  
De novo expression of proteins e.g. T3SS effectors, in yeast is relatively straightforward as 
yeast can be easily transformed with plasmid DNA in the form of shuttle vectors that are 
easy to propagate in E. coli and transform into yeast [159, 396]. In this study, effector 
proteins were expressed as V5/6x His fusions from the Gateway shuttle vector pYES 
DEST52 (Invitrogen, UK). This high copy number plasmid is able to replicate in both E. 
coli and yeast. Yeast are transformed with the vector by an established lithium acetate 
method [397]. Expression of effector-V5/6xHis fusion proteins from pYES-DEST52 is 
controlled by the GAL1 promoter. This promoter is repressed by glucose [398] and activated 
by galactose [399]. Therefore, expression of effectors can be induced by the addition of 
galactose to the growth media. Effector-V5/6xHis fusion proteins can be detected using 
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commercially available anti-V5 [400] or anti-His [401] antibodies. V5 is a small (4 kDa) 
epitope tag derived from Simian virus 5 [400]. The His tag is comprised of 6 histidine 
residues and is useful in protein purification [402]. 
 
5.1.2. Yeast growth as an indicator of protein toxicity 
Yeast growth inhibition due to expression of T3SS effectors has been shown to be a 
sensitive and specific indicator of bacterial protein activity [403] [378]. Experimental 
evidence has shown that very few non-translocated bacterial proteins affect yeast growth 
[403] [378] whereas T3SS effectors from EPEC [404] [405], Salmonella [157, 406] [407], 
Shigella flexneri [159, 378], Yersinia [408] [157], Pseudomonas aeruginosa [409] [410] 
[411], Pseudomonas syringae [412] [413] and Chlamydia trachomatis [414] inhibit yeast 
growth. Slagowski et al (2008) showed that 19 translocated Shigella proteins significantly 
inhibited yeast growth whereas none of the 20 non-translocated Shigella proteins tested had 
an effect on yeast growth [378].  
 
Growth inhibition caused by expression of proteins confined to the bacterial cytoplasm 
appears to be rare [336]. However, when this does occur it does not appear to be due to a 
non-specific effect of overexpression of a bacterial protein but is more likely due to 
interference with conserved cellular processes [336]. For example, in a study by 
Campodonico et al (2005), expression of Legionella sterol desaturase inhibited yeast growth 
– this was likely due to the bacterial protein being highly similar to an essential yeast 
protein, ERG25, required for membrane synthesis [403].  
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Yeast growth assays are inexpensive and simple to set up and measure. Therefore, the 
approach is amenable to high-throughput screens and has been used to screen >1000 
Francisella proteins for toxicity [378]. There are several methods that can be used to 
monitor yeast growth including plating serial dilutions of yeast culture onto inducing media 
[157] [414], measuring the optical density of liquid cultures [378] or using dyes to measure 
cellular respiration [414]. In this study, yeast growth was monitored by plating serial 
dilutions of saturated culture onto solid media and comparing the growth of yeast on 
inducing and non-inducing media. 
 
Differential yeast growth is the basis of many assays including overexpression screens and 
pathogenic genetic arrays (see Chapter 6). It has also been used to screen drugs/identify 
drug targets [415] and screen novel small molecule inhibitors of type-III secretion and T3SS 
effectors [415]. Inhibitors of type-III secretion can be identified by applying small 
molecules to yeast (that are expressing an effector that causes growth retardation): if growth 
is restored, the small molecule is likely to inhibit the effector (and not damage the 
eukaryotic cell itself). This screening technique was recently used to identify six compounds 
(from an initial 56,000) that inhibited the P. aeruginosa effector ExoS [415]. 
 
5.1.3. Localisation of effectors in yeast gives clues as to effector function 
Many eukaryotic cell processes and components are highly conserved between yeast and 
mammalian cells [416] – therefore it is predicted that effector targeting will also be 
conserved when effectors are expressed de novo in yeast [336]. There is mounting evidence 
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to suggest that localisation of effectors in yeast is representative of effector localisation 
during the course of an infection. For example, effectors that localise to the actin 
cytoskeleton [405], nucleus [157], plasma membrane [414] and mitochondria [359] in 
mammalian cells also localise to these compartments within yeast [417]. Therefore, 
localisation of effectors within yeast cells can give valuable clues as to effector targeting 
within host cells. However, localisation is not as specific as growth assays – Siggers et al 
observed that a small number of bacterial proteins localised to specific yeast cell 
compartments even though the proteins do not normally contact host cells [336]. 
 
Visualisation of effector proteins in fixed/live yeast has been achieved using indirect 
immunofluorescence and fluorescent tags/fusions (e.g. GFP) [418]. This study uses indirect 
immunofluorescence of fixed yeast cells to determine the localisation of selected effector-
V5 fusion proteins. Fluorescein isothiocyanate (FITC)-conjugated anti-V5 antibodies 
(Invitrogen, UK) were used to stain effector-V5 fusions to determine the subcellular 
localisation of the effectors. FITC is a fluorescent molecule (fluoresces at 530 nm) often 
used for fluorescence microscopy [419]. In addition to fluorescent antibodies, yeast reporter 
strains that constitutively express monomeric red fluorescent protein (mRFP) fusion 
proteins were used to help determine the localisation of effectors in the yeast cell. 
Monomeric RFP fluoresces at 605 nm; therefore fluorescence of RFP and FITC can be 
easily distinguished [420]. There are many yeast strains available that express RFP-fusions 
that localise to specific subcellular compartments/structures e.g. nucleolus, Golgi apparatus, 
lipid particles etc. [421]. This study makes use of four reporter strains (outlined in table 5.5) 
in which the RFP-reporter protein localises to the actin cytoskeleton, endoplasmic reticulum 
(ER) membrane, spindle pole body or microtubule cytoskeleton. These reporter strains were 
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chosen as they would allow visualisation of cell components/processes e.g. cytoskeleton, 
secretory pathway, that are often targeted by T3SS effector proteins. 
 
5.1.4. Morphology of yeast cells can give clues as to effector function 
Observing the overall morphology of the yeast cell, budding patterns, organelles and 
cytoskeleton using differential interference contrast (DIC) microscopy can also give clues as 
to effector function [405]. For example, vacuole fragmentation in cells expressing the P. 
aeruginosa effector, ExoU, led investigators to believe that the effector disrupted vacuolar 
membranes – they subsequently demonstrated that ExoU acted as a phospholipase [410]. 
Also, Rodriguez-Escudero et al found that expression of EPEC effector Map caused the 
formation of large unbudded yeast cells - this pointed to depolarisation of the actin 
cytoskeleton [405]. The effector was subsequently shown to mimic activated Cdc42, a 
GTPase involved in regulating the actin cytoskeleton. Another significant morphological 
change that may be observed is filamentous yeast growth. This indicates perturbation of the 
filamentous growth pathway – a MAPK pathway also controlled by Cdc42 [160] [422]. The 
morphology of live yeast cells expressing selected effector proteins was observed using DIC 
microscopy. 
 
Yeast chitin localisation can also provide insight into effector function. Chitin is a linear 
polymer found in the yeast cell wall and is composed of β-1,4-linked N-acetyl glucosamine 
(GlcNAc) [423]. Although chitin is a minor constituent of the cell wall, a high density of 
chitin is found at the bud neck and septum where it provides stretching resistance during 
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budding to ensure cell integrity [423]. Deposition at these sites is tightly controlled (both 
temporally and spatially) by the cell according to cell cycle and site of bud emergence 
[423]. Chitin present in bud necks and scars can be stained using calcofluor white (a 
fluorophore that binds specifically to chitin) [424]. The location/morphology of bud 
necks/scars can be used as reporters of effector function i.e. abnormalities may indicate that 
the effector disrupts MAPK signaling pathways, the secretory pathway or disrupts the 
cytoskeleton – all of which are essential for chitin deposition. In this study, the localisation 
of chitin within the cell wall of live yeast expressing selected effectors was investigated.        
 
5.1.5. Truncation of NleG8-2 
NleG8-2 is 216 amino acids in length. A RPS-BLAST search using the conserved domain 
database shows that residues 18-206 of NleG8-2 correspond (E-value = 5 x 10
-50
) to 
DUF1076 (pfam06416) – a domain/family comprising several bacterial proteins exclusive 
to E. coli and Salmonella, of unknown function. To localise the activity within the protein, 
truncated versions of NleG8-2 were constructed. DNA primers were designed to amplify 
150, 360 and 618 nucleotides of the NleG8-2 gene so that expression would result in 
expression of 1 – 50, 1 – 120 and 1 – 206 amino acids of NleG8-2 respectively. The effect 
on yeast growth inhibition was then tested. Rodriguez-Escudero et al used a similar 
approach to study the contribution of the C-terminus of Map to Map-induced toxicity [405]. 
They showed that the 15 C-terminal amino acids of Map were involved in Map-mediated 
inhibition of yeast growth [405]. 
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Figure 5.1: Truncated NleG8-2 proteins expressed in yeast.
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5.1.6. Targeting residues of EspM2 and NleG8-2 for mutagenesis 
Multiple alignments of novel effector proteins and their homologues show that there are 
conserved amino acid residues and motifs in a number of effector families. It was speculated 
that these conserved residues may be important for effector function and that substitution of 
the residues with alanine may disrupt effector function and attenuate effector toxicity. The 
importance of three conserved residues of EspM2 was previously investigated using a 
mammalian cell model (Chapter 4). This study concentrates on the highly conserved WxxxE 
motif found in IpgB-like effectors [159] [388] and four residues that are conserved in the 
NleG family of effectors.  
 
All effectors of the IpgB family of effectors contain an invariant WxxxE motif [159] (see 
figure 5.2). Secondary structural analysis by Alto et al suggests that these effectors have a 
common protein fold and that each effector is composed of 6 to 8 helices [159]. Site-
directed mutagenesis was used to mutate Trp70 and Glu74 to alanine. The effect of 
substitution on effector toxicity was assayed using the yeast growth assay. 
 
Within NleG family members there are four conserved residues: Cys136, Asp162, His176 
and Cys194 (see figure 5.3). Significantly, these residues are often found in catalytic active 
sites [425]. This has led to speculation that NleG T3SS effectors may function 
enzymatically [2]. Site-directed mutagenesis was used to mutate each residue (individually) 
to alanine. Effector toxicity was then investigated using the yeast growth assay. The 
localisation of mutated effectors in yeast was also investigated.     
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GB# 
MapEPE69  215488973  INHGKLTTQLLQAVAKQTGSSDTQQWFKQEQITFLSRAVNKTVDDYCMSN 48-98 
MapSTEC O92:NM 221361477  INHGKLTTQLLQAVAKQTGSSDTQQWFRQEQITFLSRAVNKTVDDYCMSN 48-98 
MapSTEC O111:NM 221361419  INHGKLTNQLLQAVAKQTGSSDTQQWFKQEQITFLSRTVNKTVDDYCMSN 48-98 
MapAEPEC   193070392  INYGKLTNQLLQAVAKQTRSGDIQQWFQQEQTTYISRTVNRALDDYCMSN 1-51 
MapAEPEC 0181-6/89 54311620  INYGKLTNQLLQAVAKQTRSGDTQQWFQQEQTTYISRTVNRALDDYCMSN 48-98 
MapSTEC O103:H2 57434451  INHGKLTNQLLQAVAKQTRSGDTQQWFKQEQITYISRTVNRAIDDYCMSN 48-98 
Orf19REPEC O15:H- 13447722  INHGKLTNQLLQAVAKQTRSGDTQQWFKQEQITYISRTVNRAIDDYCMSN 48-98 
EcE22_2869EPE22 193062205  INHGKLTNQLLQAVAKQTRSGDTQQWFKQEQITYISRTVNRAIDDYCMSN 6-56 
MapEHEC 33264 195957629  INHGKLTNQLLQAVAKQTRNGDTQQWFQQEQTTYISRTVNRTLDDYCRSN 48-98 
MapEHEC EC4196 187775716  INHGKLTNQLLQAVAKQTRNGDTQQWFQQEQTTYISRTVNRTLDDYCRSN 6-56 
ST30Ealb  170766827  INYGKLTNQLLQTVAKQTRGGDTQQWFHQERITFTSRTVNKTLDEYCMSN 8-58 
EspTAEPEC O2:H49 223636058  FSYPRLESELIQCINLKN-EGKKNEWMKEESICFVSRDVNKLLDMFAKNN 35-84 
EspTCIROD  202957371  FSYLRLESELMQCINLKN-EGKMNEWMREECICFVSRDVNKQLDIFAKNN 38-87 
trcASflex  13448971  ISSTKINTSILSSVSEQI-GENITDWKNDEKKVYVSRVVNQCIDKFCAEH 40-89 
IpgB2Sdys  194435299  ISSTKINTSILSSVSEQI-GENITDWKNDEKKVYVSRVVNQCIDKFCAEH 7-56 
IpgB2Sflex  56404000  ISSTKINTSILSSVSEQI-GENITDWKNDEKKVYVSRVVNQCIDKFCAEH 37-86 
IpgB2Sson  74314861  ISSTKINTSILSSVSEQI-GENITDWKNDEKKVYVSRVVNQCIDKFCAEH 37-86 
IpgB2Sboy   82524696  ISSTKINTSILSSVSEQI-GENITDWKNDEKKVYVSRVVNQCIDKFCAEH 37-86 
rorfJREPEC  18140091  LSTNTLNNRILTSVARQS-TKDINAWKRDERTVYPSRVINQGIDKYCAEN 41-90 
Orf31REPEC  6090819  LSTNTLNNRILTSVARQS-TKDINAWKRDERTVYPSRVINQGIDKYCAEN 26-75 
EspM2CIROD  169788415  FSTDHMNKQILSTVSRQS-TKDLLAWKKDEKVIYPSRLVNIGIDKYCAEN 39-90 
IpgB2Ealb  170768423  FSVNQMNKIILNTVTRQS-TKDISAWKSDERIVYPSRLINMGIDKHCSEN 7-56 
EspM/TrcAEPEC2  195182811  FSVRKFSGNILDTVNRQN-TKDINGWIKDERIVYPSRVINQEIDNYCFQK 45-94 
EspM/TrcAEHEC EDL933  15803143  FSVRKFSGNILETVRRQS-TKDIDEWIKDERIVYPSRVINQEIDNYCFQK 45-94 
EspM/TrcAEHEC EC4024  195939673  FSVRKFSGNILETVRRQS-TKDIDEWIKDERIVYPSRVINQEIDNYCFQK 43-92 
EspM2SAKAI  15823739  FSVRKFSGNILETVRRQS-TKDIDEWIKDERIVYPSRVINQEIDNYCFQK 45-94 
IpgB2EHEC EC4196 187776009  -------------MRRQS-TKDIDEWIKDERIVYPSRVINQEIDNYCFQK 1-36 
IpgB2EHEC EC4501 189404141  -------------MRRQS-TKDIDEWIKDERIVYPSRVINQVIDNYCFQK 1-36 
EspM3CIROD  169788413  FSVQKVSDNILSLVTRQS-TKDIDGWIKDEQKVYPSRVVNQEIDKFCLEN 41-90 
IpgB1Sson  74314929  VNINKIRDNVIDKIKDSNSGNQLFCWMSQERTSYVSSMINRSIDEMAIHN 50-100 
IpgB1Sflex  31983578  VNINKIRDSVIDKIKDSNSGNQLFCWMSQERTTYVSSMINRSIDEMAIHN 50-100 
IpgB1Sboy  187734448  VNINKIRDSVIDKIKDSNSGNQLFCWMSQERTSYVSSMINRSIDEMAIHN 50-100 
IpgB1Sdys  82524574  VNINKIRDSVIDKIKDSNSGDQLFCWMSQERTSYVSSMINRSIDEMAIHN 50-100 
Propen_03987Ppen 226330074  ---------------MKKIDKDISGWWKDEKKILPSSIINRTIDNLYKRD 1-35 
Consensus 100%   -------------------------W---E-----S---N---D------ 
 
Figure 5.2: Alignment of IpgB family members. Homologues of EHEC O157:H7 Sakai EspM2 were identified by BLASTP. Conserved 
amino acids targeted for mutagenesis are highlighted in yellow. GenBank ID# is shown. Strain/species names are shown: CIROD (C. 
rodentium), REPEC (rabbit EPEC), Sson (S. sonnei), Sflex (S. flexneri), Sboy (S. boydii), Sdys (S. dysenteriae), Ppen (Proteus penneri), 
AEPEC (atypical EPEC E110019), EPEC2 (EPEC B171), EPE22 (EPEC22), EPE69 (EPEC 69), Ealb (E. albertii).
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NleG1CROD   LQTRISECTFSVSQEKLQCPEEEMRCPVTLETPEKGVFVKNSGDSSVCTLFDSSSFSRLVRDGGVHPLTREPIKASMIVSSDKCVYDNAKGNFVIKNS--- 97-194 
NleG1 EPEC2   LQARISECAFSVSQENLQCPEEGKRCPVTLETPETGVFVKNSEGSLVCTLFDSVSISRLVREGGVHPLTRETITPSMIVKPEDCIFDSSKGNFIIKDG--- 92-189 
NleG2-4SAKAI   IEGKISQCKFSVNTESLQCPSEAVRCPIILDKPEEGVFVKNSEGSLVCTLFDSVSFSHLVRDGGKHPLTREPITSSMIVSQEQCIYDQTKGNFVIKDK--- 94-191 
NleG2EPE69   IEGKISQYKFSVNTQSLQCPSEAVRCPIILDKPEEGVFVKNSEDSLVCTLFDSVSFSHLVRDGGRHPLTREPITSSMIVSPEQCIYDQAKGNFVIKDK--- 95-192 
NleG2-1 EPE22   PQDKIYQCKFSVNTESLQCPSDATRCPIILETPEEGVFVKNSDSSAVCTLFDVDALSRVVNDGSVHPLTRTPITPSMIVKPEECKYDPARGSFIIKDS--- 96-193 
NleG2-2EPE22   IQSKISQYKFSVCPERLQCPPESAQCPITLEIPEEGVFIKNSGDSVVCSLFDVTAFSRLVSEKSPHPLTREKLTASMVVSADKCFYDHGKGSFVIKDS--- 94-191 
NleG2-4EPE22   IEGKISQCKFSVNTESLQCPSEAVRCPIILDKPEEGVFVKNSEGSLVCTLFDSVSFSHLVRDGGKHPLTREPITSSMIVSQEQCIYDQTKGNFVIKDK--- 94-191 
NleG2-5EPE22   IEGKISQCKFSVNTESLQCPSEEVRCPIILDKPEEGVFVKNSEGSLVCTLFDSISFSHLVRDGGKHPLTREPITSSMIVSQEQCIYDQTKGNFVIK----- 94-189 
NleG3-1EPE22   LQAKISECTFTVDIEKLHCPGEVLQCPITLEQPEKGIFVKNSDGSDVCTLFDAAAFSRLTGEGLPHPLTREPITASIIVKHEECIYDDTRGNFVIKGN--- 98-195 
NleG3-2EPE22   LQAKISECTFTVDIEKLHCPGEVLQCPITLEQPEKGIFVKNSDGSDVCTLFDAAAFSRLTGEGLPHPLTREPITSSMIVSQEQCIYDQTKGNFVIK----- 98-193 
NleG4EPE22   ICYKILSSSFPVHSEEVFFPKEHLKCPIILDAPDNGVFIKNSVSAKVCNLYDKNAMLKLVISGSPHPLSREPITESMIMRKDECYFDPKTESFVVNDV--- 99-196 
NleG5SAKAI   LLDKIEVCAFNVEHAQLQVPESLRTCPVTLCEPEDGVFMRNSMNSNVCMLYDKMALIHLVKTRAAHPLSRESIAVSMIVGRDNCAFDPDRGNFVLKN---- 117-213 
NleG6-1SAKAI   LMEKINSCLFRPDSNHFSCPESFLTCPITLDTPETGVFMRNSRGAEICSLYDKDALVQLVETGGAHPLSREPITESMIMRKDECHFDTKREAFCCK----- 114-209 
NleG6EPE22   LMEKINSCVFRPDSNHFSCPESFLTCPITLDTPENGVFMRNSRGAEICSLYDKDALVQLVETGGAHPLSREPITESMIMRKDECHFDSKKEAFVASDA--- 114-211 
NleG7SAKAI   LKNKIHSHSFVVNPDEFSCDTQFLKCPITLCVPEKGVFVKNALNSNICTLYDKSAFMNLTREHLPHPLSREKIVKEMIIERNMCYFDTISQHFIIMDA--- 111-216 
NleG7AEPEC   LMNAIHSHSFNVNTDEFSCDKQFLECPITLCIPKQGIFVKNTLNSNICTLYDKSAFMNLTREHLPHPLSREKIVKEMIIERNMCYFDTISQHFIIMDA--- 111-216 
NleG7CROD   LKSKIHSHAFIVNPDEFTCSKQYLECPITFCIPENGVFVKNSMDSKVCSLYDKSAIMQLIRKHHPHPLSREKIAKEMIIDKNNCYFDIMNQHFRILDTD-- 111-209 
NleG8-1SAKAI   IQNKINSHAFTVSHQDFSCHEQHLNCPITLCIPETGVFVRNAKNSEICSLYDHNALTELIRRNAPHPLSREPFVPEMIVSKDECHFNLIEQYFCILAT--- 111-215 
NleG8-2SAKAI   LLDRINSNAFPVSLQDFSCTEEHLNCPITLHIPETGVFVRNARNSEICALYDQEALTELILRNALHPLSRDPFAPEMIISKDKCHFNITKQCFYALPI--- 111-216 
NleG8CROD   VQSRVNSYAFSVNPGDFPCSVLHLSCPITLCVPETGVFVKNARCSKVCSLYDISALTEMLRRNASHPLSREAFTPGMIVHKEECNFNTTEQHFCILPR--- 111-213 
NleG8EPE22   VQTRINSHAFTVNPGDFPCCEQHLSCPITLCIPKTGVFVKNALHSKVCSLYDKDALSEAIRHNVFHPLSREAFSPEMIVGREECYFDLTDQRFCIISG--- 110-212 
NleG8 EPEC2   VQTRINSHAFTVNPGDFPCCEQHLSCPITLCIPKTGVFVKNALHSKVCSLYDKDALSEAIRHNVFHPLSREAFSPEMIVGREECYFDLTDQRFCIISG--- 110-212 
NleG10-1 SBONG   ISWKIDLCNFQVESGSFACSEEYLTCPITMAIPTNGIFVKASSRSDVCHLFDKEAFFNVLSLELRHPLSQEPIRSDMIVRKSECYFNTERDCFTLR----- 97-192 
NleG10-2 SBONG   ISWKIDLCNFQVESGSFACSEEYLTCPITMAIPTNGIFVKASSRSDVCHLFDKEAFFNVLSLELRHPLSQEPIRSDMIVRKSECYFNTERDCFTLR----- 97-192 
NleG11 SBONG   LVDKVDLCSFRPCVDELSCSEDNLMCPVMLAVPEKGVFVKTSSQSDICQLFDEAALIQLIIDGAVHPVSRAPLSADMIISKDECCFDSTKGSFIIP----- 126-221 
NleG12 SBONG   VLGKIDACLFATEPTGFQIPGVHLTCPITLNIPERGVFARTSLQSDVRCLYDSTALKELVSRRLPHPISREAITAAHIVPKEQCHFDPEKGAFIHSASQ-- 20-118 
Consensus100%  .........................C......P..................D.............HP................C..... ........... 
 
Figure 5.3: Alignment of NleG homologues. Conserved amino acid residues targeted for mutagenesis are highlighted in yellow. Figure 
adapted and used with permission from Tobe et al (2006) [2]. Homologues of Citrobacter rodentium NleG were identified using TBLASTN. 
Species/strain names are shown: CIROD (C. rodentium), EPE22 (EPEC E22), SAKAI (EHEC O157:H7 Sakai), EPE69 (EPEC 69), EPEC2 
(EPEC B171), AEPEC (atypical EPEC E110019), SBONG (S. bongori).
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5.2. Methods 
 
5.2.1. DNA Cloning 
PCR 
NleG8-2 was amplified by PCR to contain no stop codon so that expression of a V5 and 
6xHis (C-terminal) fusion was possible. Reaction mix and cycle used are shown in chapter 
2. Primers used are shown in table 5.1. 
PCR for truncated versions of ECs3486 NleG8-2 
The reaction mix consisted of: 1 µl genomic DNA template (EHEC O157:H7 Sakai), 0.5 µl 
ExTaq DNA polymerase (Takara), 4 µl dNTP mix, 5 µl 5x ExTaq buffer (Takara), 10 µl 
forward primer (2 µM), 10 µl reverse primer (2 µM) and 19.5 µl dH2O. 
The reaction cycle was as follows: 
95 °C 2 minutes 
95 °C 30 seconds 
Annealing temperature (50 – 60 °C) 30 seconds 
72 °C 2 minutes 
72 °C 5 minutes 
4 °C until use 
  
Cycle x 30 
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5.2.2. Site directed mutagenesis 
Primer design 
Mutagenic primers were designed using the primer design guidelines issued by Stratagene 
or by using the Quikchange Primer Design Program available at www.stratagene.com. 
Mutagenic primers used in this study are shown in table 5.1.    
Mutant strand synthesis 
Template plasmid DNA was obtained from a dam
+
 E. coli strain to ensure selection for 
mutated plasmids following treatment with Dpn I. 
EspM2 mutagenesis 
The reaction mixture consisted of 5 µl of 10x reaction buffer, 5-50 ng dsDNA template 
(pENTR-SD-3485ns), 125 ng each mutagenic primer, 1 µl dNTP mix, 1 µl PfuUltra DNA 
polymerase (2.5 U/µl) and 50 µl dH2O. The following reaction cycle was used: 
95°C 30 seconds 
95°C 30 seconds 
55°C 1 minute 
68°C 3 minutes 
4°C until use 
Cycle x 18 
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NleG8-2 mutagenesis (performed by R. Younis) 
The reaction mixture consisted of 3 µl 25 mM MgSO4, 5 µl 2 mM dNTP, 125 ng each 
mutagenic primer, 5 – 50 ng dsDNA template (pENTR-SD-3486ns), 1 µl (1 U/µl) KOD hot 
start polymerase (Merck, USA), 5 µl 10x KOD reaction buffer, 31 µl H2O and 1 µl DMSO. 
Reaction cycle: 
94°C 2 minutes 
94°C 15 seconds 
60°C 30 seconds 
72°C 1 minute 
72°C 5 minutes 
Dpn I digestion 
10 U Dpn I restriction enzyme was added to each reaction mix after amplification. The 
mixture was mixed by pipetting and then incubated for 1 hour at 37°C to digest the 
nonmutated, parental DNA. Dpn I treated DNA was then transformed into chemocompetent 
E. coli (strain XL-1 Blue) as outlined in chapter 2. Mutagenesis was confirmed by DNA 
sequencing as described in chapter 2. 
  
Cycle x 18 
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Primer Sequence (5’-3’) Mutation 
introduced 
ECs3486.gwF CACCATGCCAGTCATATTAAAT N/A 
ECs3486revNS AATACTGTTTTGTTGAAGTGGG N/A 
Truncation primers   
ECs3486_50aaR ACCATCCATAAACTGGATATAATG N/A 
ECs3486_120aaR AAATGCATTCGAATTTATTCG N/A 
ECs3486_206aaR TAATGCGTAAAAACATTG N/A 
Mutagenic primers   
NleG8-2   
New_QC3486_C136A ACTTTTCCTGTACTGAGGAACATCTTAATGCTCCGATAACGCTACA NleG8-2 C136A 
New_QC3486_C136Ar TGTAGCGTTATCGGAGCATTAAGATGTTCCTCAGTACAGGAAAAGT NleG8-2 C136A 
D162A_f_new GAAATTCAGAAATATGTGCATTATATGCTCAGGAAGCATTGACTGA NleG8-2 D162A 
D162A_r_new TCAGTCAATGCTTCCTGAGCATATAATGCACATATTTCTGAATTTC NleG8-2 D162A 
H176A_f_new GCGTAACGCTCTCGCCCCCCTCAGCCGT NleG8-2 H176A 
H176A_r_new ACGGCTGAGGGGGGCGAGAGCGTTACGC NleG8-2 H176A 
C194A_f_new TTGCTCCAGAAATGATTATAAGCAAAGACAAGGCTCATTTTAATATAACA
-AAACAATGTTTTT 
NleG8-2 C194A 
C194A_f_new AAAAACATTGTTTTGTTATATTAAAATGAGCCTTGTCTTTGCTTATAATC
-ATTTCTGGAGCAA 
NleG8-2 C194A 
EspM2   
3485.5afW CAGAGTACTAAAGATATTGATGAGGCGATAAAAGA EspM2 W70A 
3485.5arW CGTTCATCTTTTATCGCCTCATCAATATCTTTAGTACTCTG EspM2 W70A 
3485.5bfE GAGTGGATAAAAGATGCACGGATAGTATATCCCTC EspM2 E74A 
3485.5brE GAGGGATATACTATGCCTGGATCTTTTATCCACTC EspM2 E74A 
Sequencing primer   
pDEST52f CCTCTATACTTTAACGTC N/A 
Table 5.1: Primers used in this study.  
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5.2.3. TOPO cloning 
Purified PCR product (NleG8-2) was cloned into pENTR-SD/D-TOPO (Invitrogen, UK) 
according to procedures outlined in chapter 2. Entry vectors produced earlier in the study 
(see chapter 3) were also used. Entry vectors used are listed in table 5.2. 
 
5.2.4. LR recombination 
In this study, fifteen effectors were expressed within yeast from the pYES-DEST52 
Gateway vector (Invitrogen, UK). Expression vectors used in this study are shown in table 
5.2. pYES DEST52 contains a URA3 auxotrophic marker for selection of yeast 
transformants and a GAL1 promoter for high-level, galactose-inducible protein expression in 
S. cerevisiae. This promoter is induced in the presence of galactose [399], repressed in the 
presence of glucose [398] and not affected by raffinose.  The carbon source added to the 
SC-Ura media therefore allows control over effector gene expression. The vector also has a 
2µ origin for high copy replication in yeast and a pUC origin for high copy replication in E. 
coli. The vector contains a V5 epitope and 6xHis tag; recombination between entry vector 
and pYES-DEST52 allows expression of an effector- V5/6xHis fusion protein that can be 
easily detected using anti-V5 [400] or anti-His [401] antibodies (see figure 5.4). 
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Figure 5.4: pYES DEST52.
Gateway destination vector for expression of V5/6x His fusion proteins in yeast. 
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5.2.5. Plasmid constructs 
 
Effector Sakai ID Entry vector Source Destination vector Source 
EspY4 ECs4653 pSB10.22B S. Beatson, 
this study 
pYES DEST52 4653 This study 
Map ECs4562 SME14a This study pYES DEST52 Map This study 
NleB1 ECs3857 pENTR-SD-3857 This study pYES DEST52 3857 This study 
NleG8-2 ECs3486 pENTR-SD-3486ns 
fp3 
This study pYES DEST52 3486 This study 
EspM2 ECs3485 pENTR-SD-3485ns R.Younis, 
this study 
pYES DEST52 3485 This study 
EspJ ECs2714 pENTR-SD-2714 This study pYES DEST52 2714 This study 
NleG2-3 ECs2156 pENTR-SD-2156 This study pYES DEST52 2156 This study 
NleG6-2 ECs2155 pSB3.31 S. Beatson, 
this study 
pYES DEST52 2155 This study 
EspM1 ECs1825 pENTR-SD-1825 This study pYES DEST52 1825 This study 
NleF ECs1815 pSB10.10B S. Beatson, 
this study 
pYES DEST52 1815 This study 
NleH ECs1814 SME46b This study pYES DEST52 1814 This study 
EspO1-1 ECs1567 pENTR-SD-1567 This study pYES DEST52 1567 This study 
EspX7 ECs1560 pENTR-SD-1560 This study pYES DEST52 1560 This study 
NleD ECs0850 pR1.27a This study pYES DEST52 0850 This study 
EspY1 ECs0061 pSB3.47a S. Beatson, 
this study 
pYES DEST52 0061 This study 
Control vector (Gateway cassette removed)      
N/A N/A N/A N/A pYES DEST52e This study 
 
 
 
Table 5.2: Entry and destination vectors used in this study. 
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Effector Entry vector Source Destination vector Source 
Mutated EspM2     
EspM2W70A pENTR-SD 3485 5a This study pDEST52 3485 5a This study 
EspM2E74A pENTR-SD 3485 5b This study pDEST52 3485 5bE This study 
Truncated NleG8-2     
NleG8-21-50 pENTR-SD-3486 50 This study pDEST52 3486 50 This study 
NleG8-21-120 pENTR-SD-3486 120 This study pDEST52 3486 120 This study 
NleG8-21-206 pENTR-SD-3486 206 This study pDEST52 3486 206 This study 
Mutated NleG8-2     
NleG8-2C136A pENTR-SD-C136A R. Younis, 
this study 
pDEST52 C136A2 This study 
NleG8-2D162A pENTR-SD-D162A R. Younis, 
this study 
pDEST52 D162A This study 
NleG8-2H176A pENTR-SD-H176A R. Younis, 
this study 
pDEST52 H176A2 This study 
NleG8-2C194A pENTR-SD-C194A R. Younis, 
this study 
pDEST52 C194A1 This study 
 
Table 5.3: Vectors containing mutated/truncated effector genes used in this study. 
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5.2.6. High-efficiency Transformation of Yeast 
 
Yeast strains used in this study are outlined in table 5.4  
 
Strain Genotype Source 
FY833 MATα his3Δ ura3Δleu2Δ lys2Δ trp1Δ GAL2  S. Dove, University of Birmingham 
BY4741 MATa his3Δ1 leu2Δ0 met15Δ0 ura3Δ0 S. Dove, University of Birmingham 
 
Table 5.4: Yeast strains used in this study. 
 
 
Reporter yeast strains used in this study are outlined in table 5.5 
 
Strain 
BY4741 
RFP Localisation Source 
RFP-Sac6 Actin. Sac6p is an actin bundling protein 
homologous to fimbrin [426]. 
S. Dove, University 
of Birmingham 
RFP-Sec66 ER membrane. Sec66 is a component of the 
Sec63p complex required for translocation of 
presecretory proteins into the ER [427].  
S. Dove, University 
of Birmingham 
RFP-Kip3 Microtubule. Kip3p is a kinesin microtubule 
motor required for normal spindle assembly 
and microtubule-cortical interactions [428]. 
S. Dove, University 
of Birmingham 
RFP-Spc42 Spindle pole. Spc42 is a major component of 
the spindle pole body anchored within the 
nuclear membrane [429]. 
S. Dove, University 
of Birmingham 
Table 5.5: Yeast reporter strains used in this study. 
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Buffers for yeast transformation 
Polyethylene glycol (PEG; 50% w/v) was made by dissolving polyethylene glycol (MW 
3350; Sigma) in dH2O to make a 50% w/v solution. The solution was sterilised by filtration 
through a 0.22 µm filter (Millipore, UK). 
 
Single-stranded carrier DNA (2 mg/ml) consisted of 200 mg of high-molecular weight DNA 
(Sigma D1626) dissolved in 100 ml of TE buffer (pH 8.0). The solution was mixed 
vigorously with a magnetic stirrer at 4°C o/n. Aliquots were stored at -20°C until needed.  
Transformation of Yeast 
5 ml of YPD or SC media was inoculated with the desired strain and incubated with shaking 
(200rpm) overnight at 30°C. Cells were pelleted at 3000g for 5 minutes and the supernatant 
was removed. Cells were resuspended in 2.5 ml of sterile H2O and centrifuged again. H2O 
was removed and cells were resuspended in 1.0 ml of 100 mM lithium acetate (LiAc). Cells 
were pelleted at 13000g for 5 seconds and the LiAc was removed. Cells were resuspended 
in 400 µl of 100 mM LiAc (cell density was approximately 2 x 10
9
 cells/ml). 50µl samples 
of the cell suspension were added to sterile microfuge tubes. The cells were again pelleted 
by centrifugation at 13000rpm for 5 seconds and the LiAC was removed. The 
‘transformation mix’ was then added (in the order listed): 240 µl of PEG (50% w/v), 36 µl 
of 1.0 M LiAc, 25 µl of boiled and chilled single-stranded carrier DNA (2.0 mg/ml), 50 µl 
of sterile H2O and plasmid DNA (0.1-10 µg). The microfuge tube was then vortexed 
vigorously for approximately 1 minute until the cell pellet was completely mixed. Cells 
were incubated for 30 minutes at 30°C then heat shocked for 20-25 minutes at 42°C. Cells 
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were pelleted at 6000rpm using a microfuge and the transformation mix removed. Cell 
pellets were resuspended in 400 µl of sterile H2O. 200µl aliquots were plated onto selective 
SC agar plates.  
 
5.2.7. Yeast immunofluorescence 
Based on protocol described by Pringle et al [430]. 
Solutions for yeast immunofluorescence 
Phosphate buffer consisted of 40 mM KPO4 (pH 6.5) plus 500 µM MgCl2 in dH2O. Sorbitol-
phosphate buffer consisted of 40 mM KPO4 (pH 6.5) plus 500 µM MgCl2 plus 1.2 M 
sorbitol in dH2O. Blocking solution consisted of 0.5% (w/v) BSA in 1 x phosphate buffered 
saline (PBS) (pH 7.4). 
Zymolyase solution contained 10 mg zymolyase, a β-1,3-glucanase enzymatic preparation 
(AMS Biotechnology, UK), dissolved in sorbitol-containing phosphate buffer. The solution 
was mixed by vortexing frequently for 1 hour (incubated on ice between vortexing). The 
solution was then centrifuged at 13000 rpm for 10 minutes then frozen in liquid nitrogen 
and stored at -80°C. 
Polylysine solution. High molecular weight polylysine (>300,000 MW; Sigma) was 
dissolved as a 1% stock solution in dH2O and frozen in liquid nitrogen (stored at -80°C).   
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Slide preparation:  
All solutions were spun at 13000 rpm for 10 minutes immediately before use to reduce dust 
and other particle contamination of the slides. The wells of Teflon-faced slides 
(Polysciences) were coated with 20 µl of a 0.1% polylysine solution and slides were 
incubated in a moist chamber at room temperature for 10 minutes. The wells were then 
washed five times with 20 µl dH2O, dried and stored in a dust-free environment.  
  
2 ml SC-Ura + glucose was inoculated with desired strain and incubated with shaking (200 
rpm) overnight at 30°C. The overnight culture was then diluted 1:200 into fresh SC-Ura + 
glucose and grown at 30°C with shaking for 3 hours. Cells were then washed twice in dH2O 
and resuspended in 5 ml SC-Ura + galactose. Cells were incubated for 4 hours at 30°C with 
shaking. 3.4 ml of 10% formalin was added and the cells incubated for a further 10 minutes 
at 30°C with shaking. Cells were centrifuged at 2000 rpm for 3 minutes and resuspended in 
0.6 ml of phosphate buffer and 0.4 ml 10% formalin. Cells were incubated for 1 hour at 
30°C. Cells were washed twice in the phosphate buffer (no formalin) and then again (gently) 
in the sorbitol phosphate buffer. Cells were resuspended in 0.5 ml sorbitol buffer and stored 
overnight at 4°C. Cells were treated for 15 minutes with 30 µl of 10 mg/ml Zymolyase 
(100T) at 37°C. Cells were washed once in sorbitol buffer and resuspended (very gently 
using low vortex speeds) in 200µl sorbitol buffer. Cells were placed on ice. 20 µl of the cell 
suspension was spotted onto each well of the prepared Teflon-faced slides and incubated at 
room temperature for 10 minutes. Liquid was aspirated from the wells and the slide was 
immersed in cold methanol for 6 minutes and then cold acetone for 30 seconds. Excess 
acetone was immediately removed from the slide and the slide allowed to dry quickly on a 
150 
 
warm surface. Cells were blocked by adding 20 µl blocking solution to each well. Slides 
were incubated in a moist chamber at room temperature for 1 hour. Blocking solution was 
then removed and 20 µl blocking solution containing FITC-conjugated anti-V5 antibody 
(Invitrogen) 1:200 was added to each well. Slides were incubated for 1 hour in a moist 
chamber at room temperature. The cells were then washed 4 times for 10 minutes with 20 
µl/well of fresh blocking solution. Excess blocking solution was removed from the wells 
and 5 µl citifluor AF1 (Citifluor, UK) an anti-bleaching mounting solution was added. A 
square coverslip was then placed over 4 wells (no bubbles). Excess citifluor was removed 
and the coverslip sealed in place with nail polish. The slides were allowed to dry and were 
then either viewed immediately or stored at -20°C until use.    
Fluorescence microscopy 
Fixed and stained cells were viewed using a Nikon E600 microscope (with a Nikon 100x 
objective) fitted with an XF100-3 filter cube (Omega Optical, US). Images were captured 
with an ORCA digital camera (Hamamatsu, US). Images were processed using Simple PCI 
(Hamamatsu) software.   
 
5.2.8. Calcofluor staining 
Calcoflour (Sigma) was added to yeast cells growing in SC-Ura+glucose or SC-
Ura+galactose (OD600 = 0.5) to a final concentration of 100 µg/ml. Cells were incubated for 
5-10 minutes at 30°C, washed twice with dH2O and observed with a DAPI-compatible filter 
set. 
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5.2.9. Yeast protein extraction 
5ml SC-Ura+raffinose (2%) was inoculated with 10μl stationary phase FY833 (transformed 
with pDEST52-effector construct that had been grown in SC-Ura+glucose) and incubated 
overnight at 30°C 200rpm. 2.5ml of overnight culture (OD600 =1) was induced with 2% 
galactose for 2 hours 30°C 200rpm. 2.5 OD600 units of induced and non-induced cells were 
harvested by centrifugation 13000rpm 15 min. Supernatant was removed and pellets frozen 
at -80°C overnight.  Pellets were resuspended in 100μl dH2O. NaOH was added to a final 
concentration of 0.1M and the suspension vortexed to mix. The suspension was then 
incubated at room temperature for 5 min before being centrifuged at 13000rpm for 1 min.  
The supernatant was removed and the pellet resuspended in 50μl 2x SDS loading buffer. 
The proteins were boiled for 3 min and briefly centrifuged to remove cell wall debris. 6μl 
was then loaded onto a 12% SDS-PAGE gel for separation and analysis.   
 
5.2.10. Western blotting 
Protein was extracted from induced and non-induced yeast cells as described above. The 
proteins were separated by SDS-PAGE and electrophoretically transferred onto Hybond-P 
membranes as described in chapter 2. Membranes were probed with horse radish peroxidase 
(HRP) conjugated anti-V5 antibodies (at a dilution of 1:200) to detect effector-V5 fusions as 
described in chapter 2. 
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5.2.11. Growth retardation assay 
Single colonies of transformed FY833 (carrying desired effectors in pYES DEST52) were 
used to inoculate 2ml SC-Ura+raffinose (2%) broth. These were then incubated at 30°C 
200rpm overnight. The optical density OD600 of each culture was measured and normalised 
to OD600=1. A 10-fold dilution series was prepared from the normalised cultures and 10μl of 
each dilution applied to both SC-Ura+glucose agar (non-inducing) and SC-Ura+galactose 
agar (inducing). Both plates were incubated at 30°C for 48 hours. Growth of yeast on 
inducing and non-inducing plates was then compared. To acquire images of plates, plates 
were placed onto a scanner and a piece of black card was placed on top to provide a dark 
background. Plates were then scanned and images were processed using Microsoft 
Powerpoint software. 
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5.3. Results 
 
5.3.1. Confirmation of expression of effectors in yeast 
 
  
Figure 5.5: Western blot of yeast cell lysates from cells expressing (A) NleH1-2, 
(B) NleB1, (C) EspJ, (D) NleF, (E) EspY1. Proteins were visualised using HRP-
conjugated anti-V5 antibody (Invitrogen). M = prestained protein marker (Sigma). 
175 
83 
62 
47.5 
32.5 
25 
16.5 
6.5 
M A B C D E F 
Figure 5.6: Western blot of yeast cell lysates from cells expressing (A) EspX7, (B) 
EspO1-1, (C) NleG6-2, (D) NleG2-3, (E) EspY4, (F) NleD. Proteins were visualised 
using HRP-conjugated anti-V5 antibody (Invitrogen). M = prestained protein marker 
(Sigma). 
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5.3.2. Yeast growth inhibition 
 
Yeast strain FY833 was successfully transformed with Gateway destination vectors (pYES 
DEST52) carrying novel effector genes. Sixteen transformants were obtained. Expression of 
effector-V5 fusion proteins was controlled by the carbon source used in the growth media 
(galactose induced expression, glucose repressed expression). Growth of 10-fold serial 
dilutions of yeast culture on inducing and non-inducing media was compared. No growth 
inhibition was seen for yeast grown on non-inducing media i.e. yeast grew to comparable 
levels as yeast carrying empty vector pYES DEST52e. An exception to this was yeast 
carrying EspM2 which showed slight growth inhibition on non-inducing plates (figure 5.8). 
In contrast, severe growth inhibition was seen for yeast carrying EspM2 (ECs3485), NleG8-
2 (ECs3486) and NleG2-3 (ECs2156) grown on inducing SC-Ura+galactose media. This 
shows that expression of these effectors is toxic to yeast.  
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Figure 5.7: Yeast growth assay. 10-fold serial dilutions of saturated yeast culture (10 µl) were 
plated onto non-inducing (glucose) and inducing (galactose) SC-Ura media. Plates were 
incubated at 30°C for 48 hours. Yeast carrying pYES DEST52e vector were used as a negative 
control. Effectors carried by the yeast are indicated. Expression of NleG2-3 caused growth 
retardation on inducing media.  
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Figure 5.8: Yeast growth assay. 10-fold serial dilutions of saturated yeast culture (10 µl) 
were plated onto non-inducing (glucose) and inducing (galactose) SC-Ura media. Plates 
were incubated at 30°C for 48 hours. Yeast carrying pYES DEST52e vector were used as 
a negative control. Effectors carried by the yeast are indicated. Expression of EspM2 and 
NleG8-2 caused growth retardation on inducing media. 
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5.3.3. Amino acid substitution of the EspM2 WxxxE motif decreases the 
toxicity of EspM2 
Yeast carrying EspM2 showed growth inhibition on both non-inducing and inducing media 
(figure 5.8), although growth inhibition was most severe on inducing media (no detectable 
growth). In contrast, yeast carrying mutated EspM2, in which the conserved tryptophan (W) 
and glutamic acid (E) residues of the WxxxE motif were substituted with alanine, did not 
show growth inhibition on non-inducing media (similar growth as the control). Yeast 
carrying EspM2W70A and EspM2E74A did show growth inhibition when grown on inducing 
media but inhibition was not as severe as that caused by expression of EspM2wt – growth 
inhibition was only visible at higher dilutions of plated culture (figure 5.9). Expression of 
mutated EspM2 was therefore not as toxic to yeast as expression of EspM2wt.  
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Figure 5.9: Mutant EspM2 yeast growth assay. 10-fold serial dilutions of saturated 
yeast culture (10 µl) were plated onto non-inducing (glucose) and inducing (galactose) 
SC-Ura media. Plates were incubated at 30°C for 48 hours. Yeast carrying pYES 
DEST52e vector were used as a negative control. EspM2wt causes growth retardation on 
both non-inducing and inducing plates. EspM2W70A and EspM2E74A cause less severe 
growth retardation than EspM2wt on both types of plate.  
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5.3.4. Truncation of NleG8-2 
Expression of NleG8-2 was found to inhibit yeast growth (figure 5.8). In an attempt to 
determine sequence-activity relations for NleG8-2, truncated versions of NleG8-2 were 
tested using the yeast growth inhibition assay. Truncation of NleG8-2 to lengths of 1-50, 1-
120 amino acids appeared to decrease toxicity of the effector in the yeast growth assay i.e. 
yeast carrying NleG8-21-50 and NleG8-21-120 showed similar levels of growth as the control 
when grown on inducing media. Expression of NleG8-21-206 caused growth inhibition 
similar to that caused by expression of wild type NleG8-2 (figure 5.10).   
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Figure 5.10: Truncated NleG8-2 yeast growth assay. 10-fold serial dilutions of 
saturated yeast culture (10 µl) were plated onto non-inducing (glucose) and inducing 
(galactose) SC-Ura media. Plates were incubated at 30°C for 48 hours. Yeast carrying 
pYES DEST52e vector were used as a negative control. Expression of NleG8-2wt and 
NleG8-2206 caused growth retardation. 
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5.3.5. Mutant NleG8-2 growth assay 
Further investigations into sequence-activity relations of NleG8-2 included yeast growth 
inhibition assays of yeast expressing mutated NleG8-2. Yeast carrying NleG8-2wt, NleG8-
2C136A, NleG8-2D162A, NleG8-2H176A and NleG8-2C194A showed no growth inhibition on non-
inducing plates (all showed similar growth to control). Growth inhibition was observed in 
yeast expressing NleG8-2wt and NleG8-2C194A on inducing plates – expression of NleG8-
2C194A caused similar growth inhibition as expression of NleG8-2wt. No growth inhibition 
was observed in yeast expressing NleG8-2C136A, NleG8-2D162A or NleG8-2H176A. Substitution 
of Cys136, Asp162 and His176 to alanine therefore decreased toxicity of NleG8-2 (figure 
5.11). Western blotting confirmed that equal amounts of protein were expressed by all 
clones (figure 5.12). Therefore, differences in growth were not caused by differences in 
levels of protein expression.   
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Figure 5.11: Mutant NleG8-2 yeast growth assay. 10-fold serial dilutions of saturated 
yeast culture (10 µl) were plated onto non-inducing (glucose) and inducing (galactose) SC-
Ura media. Plates were incubated at 30°C for 48 hours. Yeast carrying pYES DEST52e 
vector were used as a negative control. Expression of NleG8-2wt and NleG8-2C194A caused 
growth retardation. 
163 
 
  
Ppm   A    B     C    D     E      F     G   H    ppm 
Figure 5.12: Western blot of NleG8-2. Proteins from yeast cell lysates of cells 
grown in SC-Ura+galactose media were separated by SDS-PAGE and analysed 
for NleG8-2 by western blot using HRP-conjugated anti-V5 antibody 
(Invitrogen). FY833 yeast strain expressing: (A) NleG8-2C136A, (B) NleG8-
2D162A, (C) NleG8-2H176A, (D) NleG8-2C194A, (E) NleG8-2wt. Yeast BY4741 
reporter strains (F) Sac6, (G) Kip3, (H) Sec66 expressing NleG8-2wt. Ppm – 
broad range prestained protein marker (Sigma), marker protein sizes are 
indicated (kDa). 
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5.3.6. Localisation of effectors in yeast 
Yeast cells expressing V5-tagged effectors were fixed and stained with FITC conjugated 
anti-V5 antibody (Invitrogen). Images are shown in figure 5.13. Map-V5 was detected 
around the cell periphery in crescent-like structures whereas NleG8-2 was detected as 
punctate structures at the cell periphery. EspM2 appeared to localise to both the cell 
periphery (70% of cells) and throughout the cytoplasm (30% of cells). Tir showed strong 
staining of the yeast cell cytoplasm.  
 
In an attempt to identify the subcellular localisation of NleG8-2, the effector was expressed 
in four separate yeast reporter strains. In these strains, RFP-tagged proteins; Kip3 (localises 
to microtubules), Spc42 (localises to the spindle pole body), Sec66 (localises to the ER 
membrane) and Sac6 (localises to actin) were used to identify cellular components. NleG8-2 
did not co-localise with any of the RFP-tagged proteins and did not alter the localisation of 
these proteins (figures 5.14 and 5.15). 
 
Mutation of conserved residues C136, D162, H176 and C194 did not appear to affect 
NleG8-2 localisation within yeast cells – the effector localised to punctate areas of the cell 
periphery (figure 5.16).  
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Figure 5.13: Localisation of effectors in yeast. Effector-V5 
fusions were visualised in fixed yeast cells using FITC-conjugated 
anti-V5 antibody and fluorescence microscopy. 
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Figure 5.14: Localisation of NleG8-2 in yeast reporter strains. FITC-conjugated anti-V5 antibody was used to stain fixed yeast cells to 
show localisation of NleG8-2-V5 fusions (V5 FITC). RFP shows fluorescence of RFP-tagged protein constitutively expressed by reporter 
strain i.e. Sac6 (actin), Kip3 (microtubules). Merged image shows both FITC and RFP fluorescence. DIC image of stained cell is also 
shown. Localisation of RFP-tagged proteins expressed by yeast reporter strains in cells carrying control vector pYES DEST52e is also 
shown. 
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Figure 5.15: Localisation of NleG8-2 in yeast reporter strains. FITC-conjugated anti-V5 antibody was used to stain fixed yeast cells to 
show localisation of NleG8-2-V5 fusions (V5 FITC). RFP shows fluorescence of RFP-tagged protein constitutively expressed by reporter 
strain i.e. Sec66 (ER), Spc42 (spindle pole body). Merge shows both FITC and RFP fluorescence. DIC image of stained cell. Localisation 
of RFP-tagged proteins expressed by yeast reporter strains in cells carrying control vector pYES DEST52e is also shown. 
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Figure 5.16: Localisation of NleG8-2 and mutated NleG8-2 in yeast cells. 
Effector-V5 fusions were detected in fixed yeast cells using FITC conjugated anti-V5 
antibody (Invitrogen). 
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5.3.7. Yeast cell morphology and chitin localisation 
Live yeast cells expressing selected effectors or carrying pYES DEST52e control vector 
were viewed using DIC microscopy. Cells expressing Map and NleG8-2 showed normal 
morphology and budding patterns whereas approximately 25% of cells expressing NleG2-3 
were elongated and had unconstricted bud necks (figure 5.18). Cells expressing EspM2 also 
showed morphological changes including elongated cells and unusual bud necks (figures 
5.17) although the changes were less severe than those changes caused by NleG2-3. 
 
The chitin-specific fluorophore calcofluor white was used to stain chitin in the cell walls of 
live yeast cells. Chitin was localised to bud scars only in cells carrying pYES DEST52e 
control vector and cells expressing Map, NleG8-2 and EspM2. However, in cells expressing 
NleG2-3 abnormal cell morphology and budding patterns were accompanied by unusual 
chitin localisation (figure 5.18). Chitin was more diffusely localised within the yeast cell 
wall around the unconstricted bud necks.   
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Figure 5.17: Yeast cell morphology and chitin localisation of cells 
expressing EHEC O157:H7 T3SS effectors. Cells were grown in 
SC-Ura+galactose for 4 hours to induce expression of effectors. Cells 
were viewed using DIC microscopy, chitin was visualised using a 
DAPI filter. Vector only (A, B); Map (C, D); NleG8-2 (E, F); EspM2 
(G, H). Scale bar represents 5 µm. 
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Figure 5.18: Morphology and chitin localisation of 
yeast cells expressing NleG2-3. Cells were grown in SC-
Ura+galactose for 4 hours to induce expression of NleG2-3. 
Cells were viewed using DIC microscopy, chitin was visualised 
using a DAPI filter. Abnormalities in morphology/chitin 
localisation are indicated. Images A and B show cells 
containing vector only. Scale bar represents 5 µm. 
A B 
172 
 
5.4. Discussion 
 
5.4.1. EspM2, NleG8-2 and NleG2-3 cause yeast growth inhibition 
Yeast strain FY833 was transformed with pYES DEST52 containing selected EHEC 
O157:H7 T3SS effectors. The effect of effector expression on yeast growth was then tested 
by comparing growth of yeast on inducing and non-inducing media. As a control, yeast 
carrying (non-recombined) pYES DEST52e were used to show that growth inhibition was 
due to effector expression (yeast carrying this vector grew similarly on inducing and non-
inducing media). All effector proteins were expressed at similar levels by yeast grown in 
inducing media.  
 
Yeast expressing EspM2, NleG8-2 and NleG2-3 showed growth retardation suggesting that 
these effectors are toxic. It was difficult to obtain yeast transformants for EspM2 and 
colonies of transformants obtained were small. This problem was probably due to the 
toxicity of the effector – Alto et al could not recover yeast transformants for the EspM2 
homologue, IpgB2 [159]. Interestingly, expression of EspM2 in yeast was so toxic that 
growth inhibition was seen in cells grown on glucose media whereby expression of the 
effector is repressed. This effect may be caused by leaky expression of effector from the 
GAL1 promoter as was found by Slagowski et al (2008) [378] and Stirling et al (2006) 
[411]. Future studies of EspM2 expression in yeast may benefit from using an alternative, 
tightly controlled promoter such as tetO [417] [431].  
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Relatively few effectors were seen to affect yeast growth. It is possible that a number of 
effectors target cellular processes that are not normally rate-limiting for growth. In order to 
identify these effectors, the growth assay could be improved by the use of ‘stressors’ such as 
caffeine in the growth media. Such ‘stressors’ are added to the media at doses that do not 
affect the normal growth of yeast but do increase sensitivity to effectors [414] e.g. Shigella 
effector OspB only affects yeast growth when caffeine is added to the growth media [378]. 
Conditional sensitivity in the presence of stressors (known to affect certain cell processes) 
may give clues as to effector function [336]. For example, greater sensitivity to an effector 
in the presence of nocodazole (a drug that inhibits microtubule polymerisation [432]) may 
suggest that the effector targets the microtubule network [433].  
 
Usually, protein tags and fusion to GFP does not interfere with effector function [378]. 
Surprisingly however, Map-V5 did not affect yeast growth, chitin localisation or cell 
morphology when tested in this study. This was unexpected as expression of Map has been 
shown by Rodriguez Escudero et al and Alto et al to cause the accumulation of large 
unbudded cells and growth retardation [405] [159]. However, in these studies Map was 
expressed with an N-terminal tag (GST or GFP). Interestingly, in accordance with results of 
this study, Rodriguez Escudero et al found that expression of C-terminally tagged Map 
(Map-GFP) did not cause severe growth inhibition even though the effector was still 
targeted to mitochondria [405]. These results suggest that addition of a C-terminal tag 
masks the effect of a toxic domain present at the C-terminus of Map – the toxicity of Map 
has subsequently been shown to depend on the last three amino acids of the protein, a TRL 
motif [159] [388]. In contrast to findings that tags/reporter proteins may decrease effector 
toxicity, Slagowski et al found that a small number of effectors were more toxic when 
174 
 
expressed as GFP fusions e.g. IpgB1 only caused growth inhibition when expressed as a 
GFP fusion [378]. The effect of expressing the effectors with a C-terminal V5/His tag must 
therefore be considered – the toxicity of novel effectors may have been masked/augmented 
by the C-terminal V5/His tag. To confirm the toxicity of novel effectors in yeast, each 
should be screened again using alternative tags/reporter proteins (e.g. myc, GFP). Effectors 
should also be tested using N-terminal tags. Currently pYES DEST52 is the only Gateway 
compatible yeast expression vector available, conversion of other yeast expression vectors 
to Gateway would be highly useful. 
  
5.4.2. Localisation of effectors 
Localisation of T3SS effectors within yeast can provide valuable insights into effector 
function. For example, the Salmonella effector SipA colocalised with actin when expressed 
in yeast [157]. SipA was subsequently shown to bundle actin filaments in the host cell 
which promotes formation of membrane ruffles and uptake of Salmonella [434]. In a study 
by Rodriguez-Escudero et al, Map-GFP localised to yeast mitochondria. Here, Map-V5 
showed a similar localisation pattern to Map-GFP. However, mitochondrial markers (e.g. 
DAPI, Mitotracker) should be used to confirm that Map-V5 is also targeted to mitochondria. 
NleG8-2 was localised to punctate regions near the cell periphery and did not appear to co-
localise with or disrupt the localisation of any of the RFP-tagged cellular proteins produced 
by any reporter strain. Other reporter strains/cell dyes specific for the Golgi, secretory 
vesicles and vacuole should be used to see if NleG8-2 is targeted to these cellular 
compartments. In a study by Li et al EPEC NleG localised to both the cytoplasmic and 
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membrane fraction of transfected HeLa cells and was not involved in the formation of the 
pedestal [435].  
 
Unfortunately, the low level of fluorescence of RFP and rapid photobleaching of RFP when 
exposed to UV light meant that images obtained were of a poor quality and somewhat 
difficult to interpret. Confocal microscopy could have improved this and would have 
allowed visualisation of greater detail of subcellular structures and localisation of effectors. 
Localisation studies could also be improved through the use of antibody markers and dyes 
for specific compartments e.g. Mitotracker (Invitrogen) for mitochondria. Also, the use of a 
fluorescent reporter protein e.g. GFP would improve upon indirect immunofluorescence as 
effectors could be visualised within live cells. Procedures involved in preparing cells for 
staining for immunofluorescence (i.e. digestion of the cell wall with Zymolyase) were 
difficult and may have introduced artifacts. For example, over digestion made cells too 
fragile whereas under-digestion did not allow sufficient antibody into the cell. Digestion of 
the cell wall may also have resulted in cell distortion.  
 
The results of this study and other studies into the localisation of T3SS effectors in 
mammalian and yeast cells suggests that factors other than effector sequence/structure are 
involved in determining the localisation of effectors within the host cell. These factors may 
include the context of effector delivery, the presence of other effectors and host responses to 
the effector [364]. 
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5.4.3. Morphology and chitin localisation 
Interestingly, NleG2-3 caused abnormal growth of yeast cells. The elongation of cells and 
disruption of budding may indicate that this effector perturbs the MAPK signaling pathway 
controlling filamentous growth [436]. The use of DAPI staining would have been useful to 
visualise nuclei within the cells to determine whether there was a loss of co-ordination 
between morphogenetic and nuclear events in the cell. 
 
Patterns of chitin localisation in cells expressing NleG2-3 are unusual and it appears that the 
cells have been unable to form a tight ring of chitin at the bud neck. This may indicate that 
localisation of septin (essential for promoting cell wall synthesis at the bud neck through the 
recruitment of chitin synthases [423]) has been disrupted. In a study by Rodriguez-Escudero 
et al, a similar phenotype was observed in cells expressing EspF – expression of septin-GFP 
fusion proteins confirmed that septin was mislocalised in cells expressing EspF. Use of a 
reporter stain in which a septin-RFP protein is expressed may help to elucidate the 
mechanism by which NleG2-3 causes aberrant chitin localisation and cell morphology.  
 
To investigate whether NleG2-3 affects MAPK signal cascades involved in morphogenesis 
and cell integrity, specific antibodies could be used to detect phosphorylation (activation) of 
components of the signal cascade. This was attempted using antibodies against the 
phosphorylated domain of p42/44 MAPK but neither phosphorylated or unphosphorylated 
proteins could be detected.   
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5.4.4. Mutant EspM2 
EspM effectors contain a conserved WxxxE motif [159]. In order to determine whether 
these residues were required for EspM2 function, Trp70 and Glu74 were mutated to alanine 
by site directed mutagenesis. Interestingly, yeast grown on media containing galactose 
(expression of effector induced) showed reduced growth comparable with that caused by 
expression of wild type EspM2. However, yeast grown on glucose media (expression of 
effector is repressed) grew better than yeast carrying wild type NleG8-2. These results 
suggest that the toxicity of EspM2 was reduced but not abolished when W70 and E74 were 
mutated to alanine. This contrasts with results of Alto et al who showed that IpgB2 yeast 
toxicity was abolished when the WxxxE motif was mutated to alanine [159]. Further 
characterisation of EspM2 by Arbeloa et al has shown that the WxxxE motif is required for 
the function of EspM2 and other effectors (e.g. EspT) belonging to the IpgB family [388]. 
Results of this study suggest that the WxxxE motif is required for inhibition of yeast growth 
and may be important in the function of EspM2 but that other sequences/functions may 
mediate the severe growth retardation caused by EspM2.  
 
5.4.5. Mutant NleG8-2 
Results of growth assays of yeast expressing truncated versions of NleG8-2 suggested that 
the C-terminus, specifically amino acids 120-216 were important for effector function. It 
was found that within this region lay four residues; Cys136, Asp162, His176 and Cys194 
that were conserved in all NleG family members. Residues C136, D162, H176 and C194 
were mutated to alanine by site directed mutagenesis. Expression of NleG8-2C136A, NleG8-
2D162A, NleG8-2H176A abolished inhibition of yeast growth associated with expression of 
178 
 
wild type NleG8-2. Expression of NleG8-2C194A caused similar levels of yeast growth 
inhibition as expression of wild type NleG8-2. It is therefore likely that residues Cys136, 
Asp162 and His176 are important for the function of NleG8-2. Mutation of these residues of 
NleG8-2 did not appear to affect the localisation of NleG8-2–V5 within the yeast cell. These 
residues are therefore unlikely to form part of a targeting motif or be involved in effector 
targeting within the host cell. 
 
Interestingly, cysteine, aspartic acid and histidine are amino acids often found in the 
catalytic triad of cysteine proteases [425]. A number of T3SS effectors from animal and 
plant pathogens have been shown to act as cysteine proteases including Yersinia and 
Pseudomonas effectors YopT and HopPtoN [371] [437]. YopT cleaves Rho GTPases 
(releasing them from the host cell membrane) to cause actin cytoskeletal disruption [371]. 
The proteolytic activity of these effectors is dependent on invariant C/H/D residues found in 
all YopT family members. It is possible that NleG8-2 functions as a cysteine protease with 
Cys136, Asp162, and His176 forming the catalytic triad. In order to confirm this, proteolytic 
activity of NleG8-2 must be demonstrated. Purification of an NleG8-2–His fusion protein 
was attempted but was unsuccessful; therefore the effector could not be assayed for protease 
activity in vitro in this study. We have shown that NleG8-2 has a toxic phenotype when 
expressed in yeast. Members of the NleG family of effectors have not been well 
characterised or focused upon, unlike EspM2 and other IpgB-like effectors that have been 
characterised by Arbeloa et al [388] and Alto et al [159]. I therefore decided to concentrate 
on characterising and investigating NleG8-2 further using yeast genetic-based approaches – 
this work is presented in chapter 6.  
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CHAPTER SIX 
Analysis of NleG8-2 function using a 
microarray and a yeast gene high copy 
suppression screen 
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6.1. Introduction 
 
In addition to using yeast physiology to study candidate EHEC O157:H7 T3SS effectors, I 
decided to use yeast genetics to study effectors in more detail. This chapter describes the use 
of DNA microarrays and a high-copy suppression (HCS) screen to study NleG8-2.  
 
The yeast genome was sequenced in 1996; so far more than 75% of yeast CDSs have a 
known or predicted function [438]. A variety of databases allow easy access to this 
information [439]. There are many tools and resources available for genome-wide and small 
scale experiments using yeast as a model e.g. comprehensive yeast DNA [440, 441] and 
protein [442] microarrays. Other powerful resources include isogenic strain collections 
where each strain carries a CDS that is either: 
 deleted. 
 fused to other proteins [443] e.g. fusions to green fluorescent protein (GFP) allow 
for localisation studies [421].  
 fused to a tandem affinity tag (useful for co-immunoprecipitation and expression 
studies [444]).  
 fused to the GAL4-binding domain –  can be used in two-hybrid assays to 
investigate protein interactions [445]. 
 over-expressed (see below) [446] [447].   
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6.1.1. Over-expression and gene-deletion screening 
 
There are two tools in particular that have been used to study type-III secretion and T3SS 
effector function: isogenic strain collections in which each CDS is deleted and plasmid-
based libraries that allow over-expression of individual genes [159] [163] [336]. Such strain 
collections and libraries allow the identification of proteins that (when over-expressed or 
absent) confer resistance to effectors and restore yeast growth [446] [448]. The protein or 
pathway targeted by the effector can then be inferred (see below). 
 
Synthetic genetic array (SGA) is a gene-deletion based approach that gives insights into the 
functions and protein-protein interactions of proteins encoded by mutated yeast genes [449] 
[450]. SGAs have been adapted to pathogenic genetic arrays (PGAs) to screen for mutants 
that are resistant to the effects of T3SS effectors. In this approach, effector genes (under the 
control of an inducible promoter) are introduced into a set of yeast deletion strains – each 
strain is deleted for a non-essential CDS. Strains that are hypersensitive to the effects of the 
T3SS effector or alternatively those strains that are resistant to the effector (growth restored) 
can then be isolated. The mutated gene of each strain can be identified to give clues as to the 
target of the T3SS effector. For example, Alto et al successfully used a PGA in addition to 
DNA microarrays to investigate the Shigella effector IpgB2 (the expression of which was 
found to be toxic to wild type yeast) [159]. The IpgB2 gene was integrated into the genome 
of over 5000 viable gene-deletion mutant yeast strains. Results showed that only strains 
carrying deletions in genes encoding components of the cell wall integrity (CWI) 
Rho1p/MAPK pathway were able to grow [159]. Therefore, it was predicted that IpgB2 
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targets the CWI MAPK signalling pathway – IpgB2 was subsequently shown to act as a Rho 
mimic [159] [388]. 
 
Over-expression screening has also been used to investigate protein function and was first 
used by Kasahara et al (1994) to identify a yeast gene (HKR1) responsible for resistance to 
HM-1 killer toxin, a Hansenula mrakii toxin that inhibits glucan synthesis [451]. The main 
use of this type of screening has been screening for drug resistance to facilitate 
identification of drug targets [452]. The principle of this approach is straightforward: over-
expression of a gene results in increased protein product. If the over-expressed protein is the 
target of the drug, the yeast cell should be resistant to the drug. The gene being over-
expressed can then be isolated and identified. Over-expression screening can also be used to 
study deleterious T3SS effectors. Shao et al found that yeast Cdc42 (a Rho GTPase) was a 
multicopy suppressor for the Yersinia effector YopT [371]. YopT was subsequently found 
to disrupt Rho GTPase localisation [371].  
 
The study described here used a plasmid library-based approach (summarised in figure 6.1) 
to investigate the eukaryotic target of NleG8-2. Yeast strain FY833 carrying the NleG8-2 
expression vector (or empty vector as negative control) was transformed with a genomic 
DNA library constructed on a high copy number vector (pYE13). Both NleG8-2 and the 
genes carried by the library plasmid were expressed when the yeast was grown on media 
containing galactose. Yeast that were able to grow under these conditions i.e. resistant to the 
effects of NleG8-2, were then selected. The library plasmid DNA was isolated from the 
resistant transformant and the over-expressed gene/s identified. The principle of this 
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approach denotes that the proteins encoded by these genes are likely to be targets of the 
effector or involved in resistance to the effector. It was proposed that this approach, used in 
conjunction with a DNA microarray, would give valuable clues as to the target/function of 
NleG8-2 (as has been achieved for other effectors [159] [163]).  
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Figure 6.1: Summary of high copy suppression screen. Yeast transformed with pYES 
DEST NleG8-2 show growth retardation when grown on galactose media due to expression of 
NleG8-2. Yeast are then transformed with pYE13 genomic library. Both NleG8-2 and genes 
contained within the pYE13 insert are expressed when yeast is grown on galactose media. 
Yeast able to grow on galactose media (i.e. resistant to NleG8-2) are selected, the pYE13 
clone isolated and the genes contained within the pYE13 insert identified.  
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6.1.2. DNA Microarrays 
 
DNA microarrays have revolutionised genetic investigations as they are able to measure the 
expression of thousands of genes in parallel [453]. Microarrays are commonly used to 
identify genes that are differentially expressed in one set of cells relative to another e.g. 
wild-type versus mutant strains [454] [455], treated versus untreated cells [456] [457] or 
diseased versus healthy tissue [458] [459].  
 
Microarrays have been used to study T3SS [3] and EHEC O157:H7 [460]. Transcriptional 
analysis of eivF and etrA mutant strains of EHEC O157:H7 using whole genome 
microarrays (based on the EHEC O157:H7 genome) revealed that LEE genes were up-
regulated compared to the parent EHEC O157:H7 Sakai strain [3]. This showed that EivF 
and EtrA, proteins from a second T3SS locus, ETT2, influence transcription of the LEE [3]. 
Microarrays have also been used to investigate bacterial and host cell responses to bacterial 
attachment. Recent analysis of the transcriptomes of EHEC O157:H7 and epithelial cells 
(HT-29) showed that over 300 HT-29 genes (including immune regulatory genes such as IL-
8 and interferon-related genes) and over 900 EHEC O157:H7 genes (including an activator 
of the LEE1 promoter, tryptophanase [322]) were differentially regulated during bacterial 
attachment [461]. In another study, transcriptome analysis of attaching EHEC found 
upregulation of a gene encoding a protease that mediates inhibition of the IFN signal 
transduction cascade [462]. Identification of up-regulated genes such as these may provide 
novel targets for strategies aimed at interrupting the infection process [462].  
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Yeast genome microarrays have previously been used to investigate the function of T3SS 
effectors [159] [163]. The transcriptional profile of yeast expressing an effector may give 
insights into effector function i.e. genes may be up/down regulated in response to effectors 
which may in turn give clues as to the pathways targeted by the effector. Alto et al used 
yeast DNA microarrays to analyse the transcriptome of yeast cells expressing IpgB2 [159]. 
They found that IpgB2 affected the expression of 351 transcripts and that the overall 
transcriptional profile of yeast expressing IpgB2 correlated with that of a cell over-
expressing activated Rho1p. This showed that IpgB2 stimulates small G-protein signalling 
in a similar way to GTP-bound Rho1p [159]. In order to gain an insight into the function of 
NleG8-2, the transcriptome of yeast expressing NleG8-2 was compared to the transcriptome 
of yeast expressing an empty vector to identify those genes that were up/down-regulated in 
response to NleG8-2.    
 
6.1.3. Microarray methodology 
 
This study used GeneChip Yeast Genome 2.0 arrays (Affymetrix, US). These microarrays 
are constructed by photolithography and contain 5744 probe (25-mer oligonucleotide) sets 
for 5841 of the 5845 genes present in the Saccharomyces cerevisiae genome. The 
microarray methodology used in this study is summarised in figure 6.2 and is as follows 
[463]:  
1. RNA is harvested from yeast cells expressing NleG8-2 (or empty vector, negative 
control).  
2. Reverse transcriptase is used to make cDNA from the RNA. 
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3. An in vitro transcription reaction is then used to create cRNA from the cDNA.  
4. cRNA is biotinylated and fragmented.  
5. Fragmented biotinylated cRNA is then allowed to hybridise to probes on the 
microarray.  
6. Arrays are washed and stained with streptavidin-phycoethrythrin (SAPE).  
7. The signal is amplified by washing the array with biotinylated anti-streptavidin 
(goat) antibody and staining with SAPE.  
8. The microarray slide is scanned using fluorescence microscopy.  
 
The intensity of phycoerythrin fluorescence (caused by SAPE binding to biotinylated cRNA 
attached to individual probes) is used as a measure of transcription of the gene (represented 
by the probe) under the conditions/treatment of the cell. In order to determine whether 
changes in gene expression are significant, data are statistically analysed (e.g. using  
Student’s t-test) [464].        
 
RNA hybridisation to the microarrays was performed and results were analysed at the 
Consortium for the Functional Genomics of Microbial Eukaryotes (COGEME) at The 
University of Manchester, UK. 
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Figure 6.2: Affymetrix microarray methodology
189 
 
6.2 Materials and Methods 
 
6.2.1. Whole genome microarray 
Harvesting yeast cells for RNA extraction 
5 ml SC-Ura+glucose was inoculated with a single yeast colony (either FY833 pYES 
DEST52 or FY833 NleG8-2). Cells were incubated in a shaking (200rpm) water bath 
overnight at 30°C. 100 µl of stationary phase yeast culture was added to 200 ml fresh SC-
Ura+glucose and incubated overnight at 30°C (200rpm). The log phase culture was washed 
twice in sterile dH2O by centrifuging for 10 minutes at 12000rpm in a Beckman-Coulter 
centrifuge using a JA-20 rotor. Four sterile 50 ml Oak ridge centrifuge tubes (Nalgene) were 
used per culture. Cell pellets were resuspended in 1 ml SC-Ura and inoculated into 200 ml 
fresh SC-Ura+galactose (2%). Cells were incubated in 1 l conical flasks for 4 hours at 30°C 
and 200rpm. The cell density of each culture was measured. Cells were placed on ice and 
transferred to pre-cooled centrifuge tubes. Cells were centrifuged at 4000rpm (at 4°C) for 3 
minutes. The supernatant was removed. The cell pellet was resuspended in 1 ml supernatant 
and slowly pipetted into liquid nitrogen using a Pasteur pipette so that spheres (5 mm) of 
frozen culture were formed. Spheres were collected into a pre-chilled 50 ml Falcon tube and 
stored at -80°C. RNA extraction, cRNA preparation, microarray hybridisation and data 
analysis was carried out by B. Rash and A. Hayes at the COGEME facility, University of 
Manchester.   
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RNA extraction (performed by B. Rash, University of Manchester) 
A 5 ml Teflon vessel was pre-cooled in liquid nitrogen. The frozen cells and a 7 mm 
tungsten carbide bead were added to the vessel and the vessel shaken at 1200 rpm for 2 
minutes in a Micro-Dismembrator to break the cells. 2 ml TRIzol (Invitrogen) was added to 
the frozen powder (cells) and the mixture split into two microcentrifuge tubes. The samples 
were homogenised by vortexing for 1 minute. The samples were kept at room temperature 
for 5 minutes to allow dissociation of nucleoprotein complexes. The samples were then 
centifuged at 12000 rpm for 10 minutes to remove polysaccharides and high molecular 
weight DNA. 0.4 ml chloroform was added to each sample and the samples shaken 
vigorously by hand for 15 seconds. The samples were left for 5 minutes at room temperature 
then centrifuged at 12000 rpm for 5 minutes. The aqueous phase (containing RNA) was 
transferred to a fresh microfuge tube and 0.5 ml isopropyl alcohol (IPA) was added to 
precipitate the RNA. Samples were kept at room temperature for 10 minutes. The RNA was 
then pelleted at 12000 rpm for 10 minutes. The supernatant was carefully removed and the 
RNA pellet was washed with 1 ml 70% ethanol by vortexing and centrifugation at 12000 
rpm for 10 minutes. The pellet was allowed to air dry for 5 minutes. The RNA pellet was 
then dissolved in 500 µl DEPC-treated dH2O. 500 µl LiCl buffer was added to the RNA 
sample and the RNA allowed to precipitate for 1 hour at -20°C. The pellet was washed 
twice more (as before) with 70% ethanol, air dried for 5 minutes and dissolved in 100 µl 
DEPC treated dH2O. RNA was visualised and the quality of RNA checked by running 5 µl 
on a 1% agarose gel. RNA was quantified using an Agilent Bioanalyser. cDNA and 
biotinylated, fragmented cRNA were prepared following the manufacturer’s instructions.  
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Hybridisation was also performed according to the manufacturer’s instructions 
(www.affymetrix.com/support/downloads/manuals/expression_analysis_technical_manual.p
df). 
Data Analysis 
Arrays were scanned at the COGEME facility (University of Manchester, UK) using a 
GeneChip scanner – fluorescence of phycoerythrin was detected at 570 nm. GeneChip 
Operating software (GCOS) was used for initial analysis of microarray slides i.e. 
bad/absent/falsely identified spots were filtered out. Dr. A. Hayes (University of 
Manchester) then analysed the data generated by GCOS using Genespring GX (Agilent, US) 
software. The data were normalised to allow the comparison of three independent replicates 
performed for each condition. Genes showing significantly different levels of expression 
(P<0.05) in yeast expressing NleG8-2 were identified using a paired t-test. Genes identified 
by this test were then filtered using a multiple testing correction. This process attempts to 
decrease the number of false positives that may appear to be statistically significant when 
using P-values. The Benjamini-Hochberg false discovery rate was used in this study. The 
false discovery rate is the proportion of genes expected to occur by chance relative to the 
proportion of identified genes. The Benjamini-Hochberg FDR was applied to the normalised 
data with a significance cut-off of 0.75. The reliability of microarray results can also be 
improved by performing more replicates to decrease the number of false positives and false 
negatives identified.    
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6.2.2. Yeast high copy suppression (HCS) screen 
Media 
M9 minimal medium consisted of 200 ml M9 (2x) salts, 1.6 g/l yeast synthetic drop out 
media supplement without leucine (Sigma), 400 µl 0.1M CaCl2, 2 ml glucose (40%), 400 µl 
1M MgSO4, supplemented with 100µg/ml ampicillin. For agar plates 200ml water agar 
(3%) was added. 
Yeast plasmid based library preparation 
Yeast genomic library AB320 in pYE13 was obtained from the American Type Culture 
Collection (ATCC). This library consists of 5 – 20kb genomic inserts in the shuttle vector 
pYE13 (a high copy number plasmid 25-80 copies/cell). The library was supplied in E. coli 
RR1 in a glycerol stock at a titre of 2.0 x 10
7
 cells/ml. 10000 clones are needed to represent 
all genes in the library. I decided to collect at least three times this amount to make sure all 
clones were represented i.e. 30000 clones. Optimum plating density is 20000 colonies per 
plate therefore 1µl of the glycerol stock was diluted in 1 ml of LB broth and spread onto a 
large (20 cm x 20 cm) plate (total of 3 plates). Cells were allowed to grow overnight at 
37°C. The next day, 25 ml LB broth (supplemented with ampicillin) was added to each plate 
and the plate rocked gently for 1 hour at room temperature to release colonies from the agar 
surface. Cell suspension from each plate was collected into a 1 l flask and 300 ml LB + 
Ampicillin was added. The cells were allowed to grow for a further 2 hours at 37°C 180rpm. 
Plasmid DNA was extracted from cells and precipitated using a Qiagen maxiprep kit 
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according to the manufacturer’s instructions. DNA was resuspended in 1 ml TE buffer (10 
mM Tris-HCl, 1 mM EDTA, pH 8.0). 
 
 
Yeast transformation with library 
5 ml SC-Ura+glucose was inoculated with a single yeast colony. Cells were incubated in a 
shaking (200rpm) water bath overnight at 30°C. 500µl of this overnight culture was then 
used to inoculate 200 ml fresh SC-Ura+glucose. Cells were incubated overnight at 30°C 
(200rpm). Cells were centrifuged for 5 minutes at 3000 x g in 50 ml Falcon tubes and the 
supernatant removed. Cells were resuspended in a final volume of 25 ml 0.1M LiAc 
solution. Cells were again centrifuged at 3000 x g for 5 minutes and the supernatant was 
discarded. The following transformation mix was added (in the order listed): 2.4 ml 50% 
PEG 3350, 0.36 ml of 1.0M LiAc, 0.5 ml ssDNA and 0.25 ml sterile dH2O (containing 20 
µl DNA library). The cells and transformation mix were thoroughly mixed by vortexing for 
2 minutes. 400 µl cell suspension was added to sterile microcentrifuge tubes and cells were 
heat shocked for 22 minutes at 42°C. Cells were centrifuged at 100 x g for 30 seconds and 
resuspended in a final volume of 20 ml SC-Ura-Leu. Cells were grown for 3 hours at 18°C. 
Strain Genotype Source 
RR1 (recA+ 
HB101 E. coli 
derivative) 
F
- 
supE44 lacY1 ara-14 galK2 xyl-5 mtl-1 
leuB6 proA2 Δ(mcrC-mrr) recA+ rpsL20 thi-
1 λ- 
American Type 
Culture Collection  
(ATCC) 
KC8 E. coli hsdR, leuB600 trpC9830 pyrF::Tn5 hisB463 
lac ΔX74 strA galU,K 
Clontech 
Table 6.1: E. coli strains used in the propagation of pYE13 
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A volume of cell suspension sufficient to obtain 2000 colonies per plate was plated onto SC-
Ura-Leu+galactose in large 20 cm x 20 cm plates (Corning). Cells were incubated for 3 days 
at 25°C.   
Plasmid rescue from yeast 
400µl of glass beads (450 µm diameter) were added to a 1.5ml microcentrifuge tube. 200µl 
of extraction buffer was added to the beads. Yeast cells were then added to the tube: yeast 
cells were scraped from the patch on the selective plate using a 1ml pipette tip (cells coated 
2mm of the tip) and added to the tube. 200µl of phenol/chloroform mix was added to the 
tube and cells were vortexed vigorously for 7 minutes. Tubes were centrifuged for 10 
minutes at 13000rpm. 140µl of the supernatant was transferred to a sterile microcentrifuge 
tube and 500µl ethanol/NH4Ac was added. Tubes were vortexed for 30 seconds. Tubes were 
then centrifuged for 15 minutes at 13000rpm at 4°C. The supernatant was removed and the 
pellets washed with 250µl 70% ethanol. Pellets were air dried for 10 minutes and 
resuspended in 10µl dH2O. 
Electroporation  
Electroporation cuvettes (2 mm electrode gap) were cooled on ice for 30 minutes prior to 
electroporation. Electrocompetent E. coli strain KC8 (20 µl; Clontech) were added to the 
cuvette, followed by 2µl recovered plasmid. Cells were electroporated at 2.5kV.  
Immediately following electroporation, 200µl SOC medium was added to the cuvette. The 
cell suspension was transferred to a sterile microcentrifuge tube and incubated at 37°C for 1 
hour. 150µl of the cell suspension was pipetted onto M9 – Leu agar plates and spread 
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evenly around the plate using a plastic spreader. Plates were incubated for 2 days at 37°C. 
Plasmids were obtained from transformed KC8 by standard miniprep procedures as detailed 
in chapter 2. DNA sequencing (using the primers listed in table 6.2) was used to obtain the 
sequences of the yeast genomic inserts of the plasmids. 
 
 
 
  
Primer Sequence 
pYEp13seq-40 5’ CGCTACTTGGAGCCACTATCG 3’ 
pYEp13seq-60 5’ CCGCCGCCCAGTCCTGCTCG 3’ 
pYEp13seqrev 5’ GTGATGCCGGCCACGATGC 3’ 
Table 6.2: pYE13 DNA sequencing primers used in this study. 
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6.3. Results 
6.3.1. Yeast library transformation 
 
Transformation of FY833 pYES DEST-3486 with the pYE13 plasmid-based library was 
repeated 3 times. Yeast FY833 pYES DEST52e was transformed with the plasmid based 
library as a control. 20000 colonies per SC-Ura-Leu plate were obtained for the control 
transformation showing that transformation with the pYE13 plasmid library was successful. 
21 colonies of FY833 pDEST-3486 yeast were able to grow on SC-Ura-Leu+galactose (i.e. 
suppression of growth inhibition). Each colony was picked. Of the 21 colonies picked from 
the original plates only 16 grew on SC-Ura-Leu+galactose when streaked onto fresh plates. 
It is likely that the remaining five colonies (that did not grow when restreaked) were 
anomalous, perhaps growing on top of transformation debris, not directly on galactose 
media therefore not expressing NleG8-2 at the same levels as other colonies. Recovery of 
the library plasmid was attempted for each of the 16 isolates. Ten library plasmids were 
successfully recovered. No plasmids could be recovered from the six remaining colonies 
indicating that resistance to the effector was probably due to a chromosomal mutation. KC8 
E. coli were transformed with yeast cell extracts in order to amplify the library plasmid. 
Successful transformation of KC8 with the 10 recovered plasmids was seen with between 1 
and 42 colonies obtained on each plate. One colony of transformed KC8 was picked from 
each plate. The plasmid was amplified and purified by miniprep. To confirm that resistance 
to the effects of NleG8-2 were dependent on the library plasmids, fresh yeast FY833 pYES 
DEST-3486 were transformed with each of the recovered plasmids. More than 1000 
colonies were obtained per transformation when plated on SC-Ura-Leu+glucose and all 
strains grew as well as FY833 pYES DEST52e when restreaked onto SC-Ura-
Leu+galactose.        
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6.3.2. Genes identified by high copy suppressor screen 
 
Sequences of pYE13 plasmid inserts were obtained through DNA sequencing using primers 
listed in table 6.2. Sequences were identified using the BLAST facility on the 
Saccharomyces genome database (SGD) website (www.yeastgenome.org). Genes contained 
within the inserts are shown in table 6.3.  
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Transformant Chromosome Region Genes 
1 XVI 92482-96878 CIN2 
 
2 VI 146481-150679 LOC1, DEG1 
 
3 XIV 519318-562724 VAC7, MSG5, COX5A, COG5, 
YNL050C, SFB2, ALG11, SLM2, 
YNL046W, LAP2, YIP3, BOP3, COG6, 
YNL040W, BDP1, GPI15, IDH1, 
NCE103  
 
4 XII 85387-87909 ISA1 (partial), TPO1 
 
5 VII 719785-723935 SPT6 (partial), DAM1 
 
6 X 207119-213767 CCT7, GZF3 
 
10 III 27365-31919 KAR4, YCL056C 
 
12 VIII 170201-174000 SLT2 (partial), RRM3, YHR032W 
(partial) 
 
15 XVI 923239-929949 OPT2, YPR196W 
 
16 XVI 52665-61750 THI21, YPL257W (partial) 
 
Table 6.3: Genes present in yeast genomic inserts of pYE13 obtained from yeast pYE13 
transformants resistant to NleG8-2. 
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6.3.3. Results from microarray 
 
Statistical analysis of 3 biological replicates (normalised) showed that 33 yeast genes were 
significantly up/down regulated when NleG8-2 was expressed compared to empty vector 
pYES DEST52e. Table 6.4 shows those 20 genes that were significantly up regulated when 
NleG8-2 was expressed. Table 6.5 shows those 13 genes that were significantly down 
regulated when NleG8-2 was expressed.  
 
Gene  NleG8-2  
log2 change in 
expression  
Control 
log2 change in 
expression  
FDR corrected 
P value 
Un-corrected P 
value 
ATG14 0.24396355 -0.25174126 0.54066426 2.47E-04 
ADP1 0.21325588 -0.18376286 0.7418809 0.0036259 
LDB17 0.15847778 -0.18701713 0.69583017 0.0026743 
SPG3 0.23451614 -0.20057519 0.624788 0.0014056 
RPL2A 0.080376625 -0.09576479 0.7215294 0.0033673 
VPS62 0.21762784 -0.2945741 0.6932907 0.0023974 
PHB2 0.099705376 -0.12216377 0.5721855 5.51E-04 
DOG2 0.068860054 -0.108840145 0.5721855 6.41E-04 
HPF1 0.09053389 -0.11002779 0.5721855 0.0010252 
MRPL8 0.14485581 -0.09985542 0.624788 0.00136 
BET4 0.21451695 -0.39233527 0.6932907 0.0025639 
VPS70 0.17858696 -0.18124802 0.6932907 0.0023418 
MRP49 0.056836445 -0.07747873 0.5721855 8.15E-04 
CWP2 0.030136744 -0.031445503 0.624788 0.0015776 
TUL1 0.0804224 -0.07997767 0.18507534 2.06E-05 
LOT6 0.06335894 -0.07263056 0.6932907 0.0022296 
RPS31 0.063635506 -0.059439022 0.7418809 0.003666 
CST9 0.063355125 -0.10863749 0.6932907 0.0026011 
SLZ1 0.27074432 -0.22138388 0.5721855 9.79E-04 
GDH1 0.14543247 -0.16374111 0.7215294 0.0032961 
     
Table 6.4: Yeast genes that were upregulated in yeast expressing NleG8-2. FDR 
– false discovery rate.  
  
200 
 
 
  
Table 6.5: Yeast genes that were down regulated in yeast expressing NleG8-2. FDR – 
false discovery rate. 
Gene  NleG8-2  log2 
change in 
expression 
Control  log2 
change in 
expression 
FDR corrected 
P value 
Un-corrected P 
value 
POP5 -0.07967726 0.057573635 0.54066426 2.47E-04 
PHO11/PHO12 -0.090715885 0.12421814 0.5721855 7.02E-04 
PRS4 -0.15346973 0.11938318 0.624788 0.0061008 
CCT6 -0.06419722 0.1024119 0.7215294 0.003043 
NPY1 -0.053647995 0.026236853 0.18507534 3.39E-05 
POP3 -0.18177192 0.30887666 0.5721855 6.28E-04 
AAH1 -0.31523672 0.46882185 0.645003 0.0017707 
NCS2 -0.22807248 0.46882185 0.7215294 0.0032698 
YIP3 -0.098649345 0.100541115 0.5721855 4.93E-04 
PRS5 -0.12467575 0.2036918 0.7418809 0.0035366 
RPB8 -0.17324512 0.10171763 0.6932907 0.0022402 
ELP4 -0.09937986 0.161686262 0.5721855 5.28E-04 
ARO7 -0.14434178 0.2225523 0.624788 0.001466 
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6.3.4. Functions of the genes identified 
 
Table 6.6 shows the functions of the proteins encoded by the genes identified by 
transcriptome analysis and the high copy suppressor screen. Data for protein function was 
obtained from gene annotation in SGD. The genes are grouped according to their product’s 
role in the yeast cell e.g. proteins localised to or necessary for the correct functioning of the 
mitochondria are grouped together under ‘Mitochondria’. Evidence for each gene product is 
shown next to gene name i.e. up - up regulated in microarray, down - down regulated in 
microarray. If the protein is encoded by a high copy suppressor encoded within pYE13, the 
plasmid isolate is shown: ‘S3’ – suppressor from transformant 3. 
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Gene Function 
Secretory pathway/cell wall  
 
COG5/COG6 (S3) Components of the conserved oligomeric Golgi complex, a cytosolic tethering 
complex that functions in protein trafficking to mediate fusion of transport vesicles to 
Golgi compartments. 
YIP3 (S3, down) Protein localized to COPII vesicles, proposed to be involved in ER to Golgi 
transport; interacts with members of the Rab GTPase family and Yip1p; also interacts 
with Rtn1p. 
SFB2 (S3) Probable component of COPII coated vesicles that binds to Sec23p; homologous to 
Sec24p; involved in ER to Golgi transport and in autophagy. 
BET4 (up) Subunit of Type II geranylgeranyltransferase required for vesicular transport between 
the ER and Golgi; provides a membrane attachment moiety to Rab-like proteins 
Ypt1p and Sec4p. 
TUL1 (up) Golgi-localized RING-finger ubiquitin ligase (E3), involved in ubiquitinating and 
sorting membrane proteins that contain polar transmembrane domains to 
multivesicular bodies for delivery to the vacuole. 
ATG14 (up) Autophagy-specific subunit of phosphatidylinositol 3-kinase complex I (with 
Vps34/15/30p); Atg14p targets complex I to the phagophore assembly site (PAS); 
required for localizing additional ATG proteins to the PAS. 
GPI15 (S3) Protein involved in the synthesis of N-acetylglucosaminyl phosphatidylinositol 
(GlcNAc-PI), an intermediate in the synthesis of glycosylphosphatidylinositol (GPI) 
anchors. 
CWP2 (up) Covalently linked cell wall mannoprotein, major constituent of the cell wall; plays a 
role in stabilizing the cell wall; involved in low pH resistance; precursor is GPI-
anchored. 
ALG11 (S3) Alpha-1,2-mannosyltransferase, involved in asparagine-linked glycosylation in the 
ER. 
PHO11 (down) One of three repressible acid phosphatases, a glycoprotein that is transported to the 
cell surface by the secretory pathway; induced by phosphate starvation and 
coordinately regulated by PHO4 and PHO2. 
VPS62 (up) Vacuolar protein sorting (VPS) protein required for cytoplasm to vacuole targeting of 
proteins. 
VPS70 (up) Protein of unknown function involved in vacuolar protein sorting. 
 
VAC7 (S3) Integral vacuolar membrane protein involved in vacuole inheritance and morphology; 
activates Fab1p kinase activity under basal conditions and also after hyperosmotic 
shock. 
RNA/DNA 
 
 
LOC1 (S2) Nuclear protein involved in asymmetric localisation of ASH1 mRNA; binds dsRNA 
in vitro; constituent of 66S pre-ribosomal particles. 
DEG1 (S2) Non-essential tRNA pseudouridine synthase, important for translation efficiency and 
cell growth. 
BDP1 (S3) Essential subunit of RNA polymerase III transcription factor (TFIIIB). 
SPT6 (S5) Transcriptional RNA pol II subunit. 
RRM3 (S12) DNA helicase for DNA replication and Ty transposition. Related to Pif1p. 
RPL2A (up) Protein component of the large (60S) ribosomal subunit. 
RPS31 (up) Fusion protein that is cleaved to yield a ribosomal protein of the small (40S) subunit 
and ubiquitin; ubiquitin may facilitate assembly of the ribosomal protein into 
ribosomes; interacts genetically with translation factor eIF2B. 
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Gene Function 
RNA/DNA (cont.)  
  
RPS31 (up) Fusion protein that is cleaved to yield a ribosomal protein of the small (40S) subunit 
and ubiquitin; ubiquitin may facilitate assembly of the ribosomal protein into 
ribosomes; interacts genetically with translation factor eIF2B. 
POP3/POP5 
(down) 
Subunits of both RNase MRP, which cleaves pre-rRNA, and nuclear RNase P, which 
cleaves tRNA precursors to generate mature 5' ends. 
NCS2 (down) Protein required for thiolation of the uridine at the wobble position of Lys(UUU) and 
Glu(UUC) tRNAs; has a role in urmylation and in invasive and pseudohyphal 
growth. 
RPB8 (down) RNA polymerase subunit ABC14.5, common to RNA polymerases I, II, and III. 
ELP4 (down) Subunit of Elongator complex, which is required for modification of wobble 
nucleosides in tRNA; required for Elongator structural integrity. 
Cytoskeleton  
 
CIN2 (S1) GTPase activating protein (GAP) for Cin4p; tubulin folding factor C for β-tubulin 
(Tub2p) folding. 
DAM1 (S5) Kinetochore protein involved in microtubule binding. 
CCT6 (down) 
CCT7 (S6) 
 
Part of the TCP1/CCT complex that folds actin and tubulin. 
Part of the TCP1/CCT complex that folds actin and tubulin. 
Signalling 
 
 
MSG5 (S3) Dual-specificity protein phosphatase; required for maintenance of a low level of 
signaling through the cell integrity pathway, adaptive response to pheromone; 
regulates and is regulated by Slt2p; dephosphorylates Fus3p. 
SLM2 (S3) Phosphoinositide PI4,5P(2) binding protein, forms a complex with Slm1p; acts 
downstream of Mss4p in a pathway regulating actin cytoskeleton organization in 
response to stress; phosphorylated by the TORC2 complex. 
SLT2 (S12) Serine threonine MAP kinase. Cell integrity pathway signalling. 
PRS4/PRS5 
(down) 
5-phospho-ribosyl-1(alpha)-pyrophosphate synthetase, synthesizes PRPP, which is 
required for nucleotide, histidine, and tryptophan biosynthesis. Has a role in 
remodelling of the cell wall and cell integrity signalling.  
YHR032W (S12) Unknown protein (putative substrate of cAMP-dependent protein kinase (PKA). 
CST9 (up) SUMO E3 ligase; required for synaptonemal complex formation; localizes to 
synapsis initiation sites on meiotic chromosomes; potential Cdc28p substrate. 
 
Mitochondria 
 
 
COX5A (S3) Subunit Va of cytochrome c oxidase, which is the terminal member of the 
mitochondrial inner membrane electron transport chain; predominantly expressed 
during aerobic growth.  
IDH1 (S3) Subunit of mitochondrial NAD(+)-dependent isocitrate dehydrogenase, which 
catalyzes the oxidation of isocitrate to alpha-ketoglutarate in the TCA cycle. 
ISA1 (S4) Mitochondrial matrix protein involved in iron-sulphur cluster biosynthesis. 
PHB2 (up) Subunit of the prohibitin complex (Phb1p-Phb2p), a 1.2 MDa ring-shaped inner 
mitochondrial membrane chaperone that stabilizes newly synthesized proteins; 
determinant of replicative life span; involved in mitochondrial segregation. 
MRPL8 (up) Mitochondrial ribosomal protein of the large subunit. 
MRP49 (up) Mitochondrial ribosomal protein of the large subunit. 
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Gene Function 
Transporters/permease 
 
 
ADP (up) Putative ATP-dependent permease of the ABC transporter family of proteins. 
OPT2 (S15) Oligopeptide transporter. 
TPO1 (S4) Polyamine transporter. 
 
Other 
 
 
LAP2 (S3) Leucyl aminopeptidase yscIV (leukotriene A4 hydrolase) with epoxide hydrolase 
activity, metalloenzyme containing one zinc atom. 
BOP3 (S3) Protein of unknown function, potential Cdc28p substrate; overproduction confers 
resistance to methylmercury. 
NCE103 (S3) Carbonic anhydrase; involved in non-classical protein export pathway. 
GZF3 (S6) Transcription factor for nitrogen catabolite repression. 
KAR4 (S10) Transcription factor required for karyogamy and meiosis. 
YPR196W (S15) Maltose activator. 
THI21 (S16) Encodes protein involved in thiamine biosynthesis. 
YPL257W (S16) Unknown protein; may have 3 TMDs and may associate with heat shock protein. 
LDB17 (up) Protein of unknown function. 
SPG3 (up) Protein required for survival at high temperature during stationary phase. 
LOT6 (up) FMN-dependent NAD(P)H:quinone reductase, may be involved in quinone 
detoxification; expression elevated at low temperature; sequesters the Cin5p 
transcription factor in the cytoplasm in complex with the proteasome under reducing 
conditions. 
DOG2 (up) 2-deoxyglucose-6-phosphate phosphatase, member of a family of low molecular 
weight phosphatases, similar to Dog1p, induced by oxidative and osmotic stress, 
confers 2-deoxyglucose resistance when overexpressed. 
SLZ1 (up) Sporulation-specific protein with a leucine zipper motif. 
GDH1 (up) NADP(+)-dependent glutamate dehydrogenase, synthesizes glutamate from ammonia 
and alpha-ketoglutarate; expression regulated by nitrogen and carbon sources. 
NPY1 (down) NADH diphosphatase, hydrolyzes the pyrophosphate linkage in NADH and related 
nucleotides. 
AAH1 (down) Adenine deaminase; involved in purine salvage; transcriptionally regulated by 
nutrient levels and growth phase. 
ARO7 (down) Chorismate mutase, involved in aromatic amino acid biosynthesis. 
  
Table 6.6: Genes identified in the HCS screen and microarray. Up: up-regulated in 
cells expressing NleG8-2; down: down-regulated in cells expressing NleG8-2. Potential 
suppressors (S) are shown with the number of the pYE13 transformant e.g. S3: 
suppressor from transformant 3. 
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6.4. Discussion 
 
A high copy plasmid suppressor (HCS) screen was performed. Toxicity of NleG8-2 
expression was rescued by high copy number suppressors from a S. cerevisiae pYE13-based 
library. Plasmids (pYE13) were isolated from colonies able to grow when NleG8-2 was 
expressed. Isolated plasmids were retested for their ability to suppress the growth inhibition 
caused by NleG8-2 by plasmid purification and retransformation. Table 6.3 shows the 
genomic inserts of each recovered pYE13 plasmid and lists the genes (i.e. potential 
suppressors) present in the inserts. Transcriptome analysis of yeast expressing NleG8-2 and 
yeast expressing empty vector pYES DEST52 showed that 33 genes were significantly 
up/down regulated when NleG8-2 was expressed. Tables 6.4 and 6.5 show those genes that 
were significantly up/down regulated respectively. Table 6.6 lists suppressors and 
differentially regulated genes according to their function/localisation within the yeast cell.  
 
6.4.1. The yeast secretory pathway 
 
A large number of the genes identified by the HCS screen and microarray appear to be 
involved in the secretory pathway and cell wall biosynthesis. A further 18 gene products are 
involved in protein modification, trafficking and cell wall integrity (CWI) signalling. Cell 
surface expansion and cell wall biosynthesis/remodelling are key processes in growth, 
division, mating and the response to environmental changes in budding yeast [423]. The 
secretory pathway is integral to these processes as cell wall components and plasma 
membrane proteins involved in cell wall remodelling are delivered to the plasma membrane 
by the secretory pathway. Disruption of the secretory pathway hinders cell wall biosynthesis 
206 
 
and reduces cell wall integrity [423]. Yeast cells detect changes in cell wall biosynthesis and 
integrity using sensor proteins such as Mid2 and Wsc. These proteins transmit signals via 
kinase cascades to activate transcription factors such as Rlm1 thus inducing a transcriptional 
response e.g. to promote cell wall remodelling [465]. It is possible that NleG8-2 affects the 
secretory pathway which in turn disrupts cell wall biosynthesis/integrity and triggers CWI 
signalling. Interestingly, in a study by Grose et al, the Ugp1 overexpression phenotype (i.e. 
sensitivity to cell wall integrity stress conditions) [466] was suppressed by a similar 
complement of genes as found in this study. This indicates that NleG8-2 may cause cell wall 
stress.  
 
A basic graphical representation of the yeast secretory pathway, its interactions with cell 
wall synthesis and CWI MAPK signalling pathways is shown in figure 6.3. The localisation 
of potential suppressors or up/down regulated gene products involved in this pathway is also 
shown. 
 
 
207Figure 6.3: The yeast secretory pathway and its interactions with the cell wall. Potential suppressors identified in the HCS 
screen are shown in red lettering, up-regulated genes (microarray) in green and down-regulated genes (microarray) in purple. Ub -
ubiquitin. Steps of the secretory pathway (indicated by numbers) are explained in the text.
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The yeast secretory pathway and cell wall integrity: 
1. ER. Proteins intended for secretion are translocated into the ER. Proteins may be 
modified e.g. glycosylphosphatidylinositol (GPI) modified or mannosylated [423] in 
the ER [467] by proteins such as GPI15 and ALG11. Proteins are selectively packaged 
into COPII coated vesicles for anterograde transport to the Golgi [468]. Selective 
packaging of proteins into COPII vesicles from the ER depends on multiple factors 
including components of the COPII coat and the Rab GTPase Ypt1p [469]. GPI-
modified proteins depend on Ypt1p for selective packaging [469]. 
 
2. COPII vesicles travel to the Golgi where they are tethered to the Golgi membrane to 
promote membrane fusion. Accurate fusion requires the COPII coat, Rab GTPases, 
tethering factors and SNARE complexes [470]. 
 
 
3. Proteins are modified (e.g. glycosylated) as they move through the Golgi (anterograde 
transport) [471]. Golgi-resident/ER-resident proteins are transported back to the 
correct compartment in COPI coated vesicles (retrograde transport) [472]. 
 
4. Proteins intended for secretion are delivered to the plasma membrane in endocytic 
vesicles via early/late endosomes using the endocytic pathway [423]. 
 
  
5. Proteins may also be directed from the Golgi to the vacuole either directly (ALP 
pathway) or indirectly (CPY pathway) via intermediate multivesicular bodies (MVB) 
[473]. Proteins with polar residues in their transmembrane domains e.g. misfolded 
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proteins may be ubiquitinated (by Tul1) and transported to the vacuole for degradation 
[473].  
 
6. Proteins are secreted. GPI-modified proteins are anchored in the plasma membrane by 
the GPI anchor [474]. Alternatively the GPI anchor may be cleaved to release the 
proteins into the periplasm/cell wall [475, 476]. Proteins such as Gas1p contribute to 
cell wall biosynthesis [477] [478]. Cell wall stress (caused by osmotic 
shock/biosynthesis disruption/oxidative stress etc.) is detected by cell wall sensor 
proteins such as Wsc [479]. Wsc sensors also detect metabolic disturbances via PRS4 
and PRS5 [480]. 
 
7. Cell wall stress causes sensor proteins to trigger a MAPK signalling cascade via the 
Slt2 pathway to effect transcriptional changes via activation of transcription factors 
such as Swi4/Swi6 [481] and Rlm1 [482] [436].   
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6.4.2. ER to Golgi vesicle trafficking  
 
As highlighted in figure 6.3, potential suppressors/up/down regulated genes from each stage 
of the secretory pathway/CWI signalling pathway were identified. Notably, five of these 
genes (SFB2, COG5, COG6, YIP3 and BET4) are involved in COPII-mediated vesicular 
transport between the ER and Golgi: 
SFB2 (suppressor)  
SFB2 is a homologue of Sec24, a component of the COPII coat [483]. The COPII coat is 
composed of numerous Sec complexes plus a GTPase [484] and is required for selective 
packaging of proteins into transport vesicles destined for the Golgi [485]. SFB2 is specifically 
required for secretion of the plasma membrane protein Gas1p, an essential enzyme involved 
in cell wall synthesis [486]. 
COG5 and COG6 (suppressors)  
Both COG5 and COG6 form part of the evolutionarily conserved oligomeric Golgi complex 
(COG) [487] which acts to tether Golgi/vesicle membranes to promote membrane fusion. 
Cytosolic COG interacts with the Golgi membrane via Rab GTPases Ypt1p and Ypt6p [488] 
[489], SNARE proteins and the COPI coat [471].  
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YIP3 (potential suppressor and down-regulated gene)  
YIP3 is a Rab-GDI displacement factor (GDF) that forms complexes with Ypt1p [490]. Rab 
GTPases are continually distributed to different parts of the cell as a consequence of their role 
in directing vesicular transport. Therefore, an important process within the cell is Rab 
recycling, whereby inactive Rabs (Rab-GDI) are retrieved and delivered back to their resident 
organelle e.g. Golgi. Rab-GDI displacement factors are involved in reloading Rabs back onto 
their target membranes [490]. YIP3 ensures that Ypt1p is delivered back to the ER membrane 
to promote COPII budding [490]. YIP3 is prenylated to facilitate membrane attachment. 
Interestingly, overproduction usually inhibits growth and causes the ER to proliferate (this is 
thought to be due to deficient COPII budding) [490].  
BET4 (upregulated) 
BET4 is part of a geranylgeranyltransferase that catalyses the prenylation of Rab-like 
GTPases, Ypt1p and Sec4p [491]. Prenylation of Rabs enables them to attach to 
vesicular/organelle membranes and direct movement of vesicles within the cell [492].  
 
Interestingly, all of the products of the suppressor genes mentioned above interact with or are 
necessary for the correct functioning/localisation of Ypt1p. This suggests that NleG8-2 may 
affect the Rab GTPase (and associated vesicular targeting). In addition to the functions 
described above, Ypt1p is required for selection of GPI-anchored proteins into COPII vesicles 
[469]. GPI15, an enzyme involved in the synthesis of GPI anchors was also identified as a 
potential suppressor of NleG8-2. GPI is a complex glycoplipid that can anchor cell surface 
proteins to membranes [493]. A large number of cell wall proteins are GPI-modified [494]. 
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These proteins would most likely be affected by disruption of Ypt1p as they depend on Ypt1p 
for selection into COPII vesicles and vesicle-mediated transport to the plasma membrane 
[495]. Mislocalisation of GPI-modified cell wall proteins in this way would likely diminish 
the integrity of the cell wall (as has been shown to occur in yeast with a non-functioning 
secretory pathway [496]). We might therefore expect to see evidence of disruption of the cell 
wall and associated MAPK signalling pathways in cells expressing NleG8-2.  
 
6.4.3. Disruption of the secretory pathway affects the yeast cell wall and CWI 
signalling 
 
Numerous suppressors and differentially regulated genes are involved in cell wall synthesis 
and CWI signalling (see below). Significantly, a number of these have been shown to be able 
to compensate for cell wall defects caused by impaired delivery of membrane and cell wall 
precursors.  
 
6.4.4. Cell wall biosynthesis 
 
CWP2 was upregulated in cells expressing NleG8-2. CWP2 is a major cell wall mannoprotein 
and is GPI-modified. CWP2 is transported to the plasma membrane via the secretory pathway 
and has been shown to act as a multicopy suppressor for cells in which the bud neck is 
weakened by impaired delivery of membrane and cell wall precursors [496]. Increased CWP2 
may compensate for the loss of cell wall strength caused by NleG8-2-mediated disruption of 
the secretory pathway. ALG11, a mannosyltransferase essential for N-linked glycosylation of 
proteins [497] was identified in the HCS screen. The outer cell wall is composed of highly 
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glycosylated mannoproteins [498] thus ALG11 may provide mannoproteins for the outer cell 
wall layer to improve cell wall strength. Also, N-glycosylation of Mid2p is required for 
Mid2p to perceive changes in the cell wall [499] – ALG11 might therefore increase the ability 
of the cell to sense cell wall stress.  
 
6.4.5. CWI signalling 
 
The CWI pathway is involved in cell wall remodelling. Slt2 is the MAP kinase of this route 
and activates the transcription factor Rlm1. CWI signalling can be triggered by; heat stress, 
hypo-osmotic shock, oxidative stress, cell wall stressing agents and impairment of cell wall 
biosynthesis [500]. Delocalisation of signalling components can also activate the CWI 
pathway [501]. A number of components of the CWI signalling pathway were identified as 
suppressors (MSG5 and Slt2) or were up/down regulated in the microarray (PRS4 and PRS5). 
PRS4/5 signals through MSG5 and Slt2 in the CWI MAPK signalling pathway [480]. A role 
for Slt2 in assembly of the chitin ring at the bud neck has recently been demonstrated by 
Gomez et al. [502]. Slt2 was shown to affect septin localisation at the bud neck causing bud 
neck fragility. Notably, overexpression of CCT7 (another potential suppressor of NleG8-2) 
was shown to reduce bud neck fragility in an Slt2 mutant [502]. It is possible that CCT7 may 
act as a suppressor of NleG8-2 by compensating for mislocalised membrane proteins that are 
involved in cell wall/chitin synthesis.  
 
The genes identified in this study suggest that CWI MAPK signalling in cells expressing 
NleG8-2 is triggered by the cell integrity sensor Wsc. This plasma membrane protein 
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responds to cell wall stress, PRS4/5 and a plasma membrane protein, Gas1p (although the 
nature of the signals received and mechanism of signal transduction are poorly understood 
[423]). Gas1p is a 1-3 β-glucan synthase and is involved in construction of the cell wall. 
Interestingly, Gas1p is GPI-modified and as such relies on Ypt1p for sorting into COPII 
vesicles. Gas1p is also directed to COPII vesicles by SFB2. SFB2 and GPI15 (potential 
suppressors) are integral to the trafficking and localisation of Gas1p to the plasma membrane. 
It seems likely therefore that Gas1p is mislocalised in cells expressing NleG8-2 leading to cell 
wall stress (sensed by Wsc/Mid2 causing CWI signalling). Overexpression of SFB2 may 
compensate for loss of Ypt1p-mediated sorting of Gas1p into COPII vesicles whereas GPI15 
may increase the amount of Gas1p-GPI in the cell (thereby increasing the probability of 
Gas1p reaching the plasma membrane). Gas1p was not however, identified in the screens 
therefore we may only speculate that activation of the CWI pathway is by this route. Slt2 and 
MSG5 may act as suppressors of NleG8-2 by increasing signalling through the CWI pathway 
thereby preparing the cell for cell wall stress caused by aberrant protein trafficking. 
 
6.4.6. Disruption of vacuolar protein sorting 
 
The yeast vacuole(s) is similar to the mammalian lysosome and has three main functions: 
protein degradation, ion and metabolite storage and detoxification [473]. Multiple vesicular 
pathways transport proteins to and from the vacuole. There are a number of genes encoding 
vacuolar proteins that have been identified by the screens. These include VPS62, VPS70 and 
Vac7. The functions of VPS62 and VPS70 are poorly understood although it is presumed that 
they are involved in regulation of vacuole fusion and fission as mutants demonstrate unusual 
vacuole morphology [503]. Vac7p is involved in generating phosphoinositides (e.g. 
215 
 
PtdIns[3,5]P2) on vacuolar membranes. Phosphoinositide signalling is crucial for vesicle 
trafficking and fusion between vacuolar membranes [473]. VPS62, VPS70 and Vac7 point to 
a role for NleG8-2 in regulating/disruption of vacuole fusion/fission. Fusion of vesicles and 
small vacuoles to the main vacuole, like ER and Golgi-derived vesicles, requires SNARE 
proteins, tethering factors and Rab GTPases whereas fission requires COPI and COPII coat 
proteins. It is therefore highly likely that vacuolar function and/or morphology would be 
affected if NleG8-2 disrupted vesicular transport by affecting Rab GTPase or COPII function. 
Another upregulated gene product involved in Golgi-vacuole protein trafficking is ATG14. 
ATG14 associates with VPS34 a protein required for regulation of retromer function i.e. helps 
to retrieve late Golgi proteins from the endosome [503]. ATG14, VPS62, VPS70 and Vac7 
may compensate for NleG8-2-mediated disruption of vacuolar protein sorting. 
 
6.4.7. NleG8-2 does not appear to target the cytoskeleton or mitochondria 
 
Surprisingly, only four cytoskeleton-related genes were identified by the HCS screen or 
microarray. These were: Cin2, Dam, CCT6 and CCT7. Interestingly all are involved in 
binding/folding tubulin. CCT6 and CCT7 form part of the Cct double ring chaperonin 
complex in yeast which helps to fold actin and tubulin [504]. Cin2 is involved in activating 
tubulin folding whereas Dam1 is involved in chromosome segregation by binding chromatids 
to the kinetochore. The Golgi is usually found at the same site as the centrosome (the major 
microtubule organising centre) and organisation of Golgi cisternal stacks depends on 
microtubules [505]. However, disruption of microtubules has only a minor effect on protein 
trafficking [506]. NleG8-2 appears to have a significant effect on protein trafficking therefore 
it is unlikely that NleG8-2 disrupts microtubules. CCT7, as mentioned above is a suppressor 
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of yeast growth defects associated with mislocalised cell wall proteins and weak cell walls 
[502].  
 
Surprisingly, no actin related genes were identified in this study. T3SS often target the actin 
cytoskeleton and associated Rho GTPases [507] [508] [356]. We may have expected to see 
some perturbation of the actin cytoskeleton/function as a result of CWI signalling. However, 
experimental evidence suggests that the CWI pathway drives polarisation of the actin 
cytoskeleton and is not involved in actin depolymerisation [501]. Therefore any 
depolymerisation caused by cell wall stress would be transient as CWI signalling would 
restore localisation [465]. Actin-related genes would not be expected to act as suppressors of 
NleG8-2 or be up/down regulated in cells expressing NleG8-2.  
 
A small number of mitochondria-related genes were identified in the HCS screen and 
microarray including COX5A, ISA1, PHB2, IDH1, MRPL8 and MRP49. These genes encode 
a variety of proteins involved in unrelated processes e.g. ribosomal subunits and respiratory 
enzymes. It does not appear therefore that NleG8-2 targets mitochondria or mitochondrial 
processes. Correct mitochondrial function is dependent on proper functioning of the secretory 
pathway [509] therefore the mitochondrial-related suppressors may rescue mitochondrial 
dysfunction caused by a perturbed secretory pathway. 
 
Other genes identified by the microarray and HCS screen encode a variety of enzymes, 
transcription factors and unknown proteins. Their significance in resistance to NleG8-2 
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mediated growth retardation is unclear. They likely represent non-specific genes that would 
also enhance growth in the control or genes that have been isolated by being encoded next to a 
suppressor. This highlights the need for each potential suppressor to be tested individually. 
 
6.4.8. Effect of NleG8-2 on the host cell 
 
Overall the genes identified by the yeast genomic screens appear to point to a role for NleG8-
2 in regulating protein trafficking within the host cell. In yeast, it seems that NleG8-2 disrupts 
protein selection into secretory vesicles and intracellular vesicular transport (most likely ER 
to Golgi protein transport). We predict that disruption of vesicular transport leads to a 
decrease in the delivery of enzymes such as Gas1p that are involved in cell wall synthesis to 
the plasma membrane. Delivery of cell wall precursors (glucans, chitin etc) may also be 
reduced. This affects cell wall integrity leading to activation of the CWI MAPK signalling 
pathway. Transcriptional changes are thus induced by activated transcription factors which 
results in growth inhibition.  
 
The effect on the yeast cell wall is likely to be a side-effect of NleG8-2 disruption of the 
secretory pathway. In mammalian cells, disruption of protein trafficking and secretion by 
NleG8-2 might lead to subversion of the cell or the immune response i.e. by preventing GPI-
anchored proteins such as cell surface receptors, cell adhesion molecules, complement 
regulatory proteins and hydrolases reaching the cell surface [510]. Alternatively, disruption of 
secretion may prevent ingestion of bacteria by predatory protozoa or prevent fusion of 
deleterious vesicles with EHEC-containing vacuoles within bacterivorous cells. Notably, 
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NleA was shown by Kim et al (2007) to bind Sec24 and disrupt COPII coat function thereby 
reducing the efficiency of cellular secretion [511]. This shows that disruption of COPII 
function and disruption of the host cell secretory pathway may contribute to EHEC O157:H7 
virulence. It would be interesting to dissect the relationship between NleG8-2 and NleA to 
determine whether they act cooperatively (or are reciprocally redundant) to perturb the 
secretory pathway of host cells to contribute to cellular subversion. 
  
6.4.9. Possible molecular mechanism of NleG8-2 
 
As mentioned in the introduction to this thesis, T3SS effector proteins often target/mimic host 
cell GTPases [507]. Many T3SS effectors target Rho-like GTPases involved in regulating the 
host cell cytoskeleton, although a number of effectors have been found to target Rab GTPases 
(see below). Rab GTPases are at the forefront of vesicular trafficking within the cell and as 
such, represent a probable T3SS effector target [512]. For example, Pseudomonas aeruginosa 
effector ExoS possesses ADP-ribosyltransferase activity which results in inhibition of Rab 
activity; this interferes with clathrin-coated vesicle maturation [512]. Pseudomonas syringae 
effector AvrPto interacts with two Rab proteins to decrease extracellular vesicle trafficking 
and secretion of plant defence proteins [513]. Many intracellular T3S organisms target Rab 
GTPases using T3SS effectors to control which types of (i.e. beneficial/deleterious) vesicles 
can fuse with the pathogen-containing compartment. For example, Chlamydia spp have been 
shown to recruit Rabs to facilitate fusion of Golgi-derived host vesicles with the inclusion 
membrane [514]. Similarly, Salmonella containing vacuoles (SCVs) mature in a Rab7-
dependent manner but avoid lysosomal fusion [515]. 
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As discussed in chapter 5, NleG8-2 contains 3 invariant residues that are similar to the C/H/D 
catalytic triad found in cysteine proteases. We found that yeast growth inhibition caused by 
NleG8-2 was dependent on these residues (see chapter 5). It is possible therefore that NleG8-2 
may function as a novel form of cysteine protease. Other T3SS effectors that have cysteine 
protease activity include SseL, a Salmonella effector that acts as a deubiquitinase to kill 
macrophages [155] and the Yersinia effector YopT which disrupts the cytoskeleton. 
Interestingly, YopT causes cytoskeletal changes by disrupting the localisation of Rho-like 
GTPases by removing their prenyl modification [371]. Removal of prenyl groups from the 
Rho GTPases is dependent on the cysteine protease catalytic triad (C/H/D residues) [371]. 
Prenyl groups are essential for small GTPase targeting and localisation within eukaryotic cells 
as they allow the GTPase to attach to membranes [492].    
 
We could speculate that NleG8-2 has a similar function to YopT i.e. that cysteine protease 
activity removes the prenyl moiety from GTPases, except that NleG8-2 targets Rab GTPases 
(most likely Ypt1p) to disrupt vesicle trafficking within the host cell. This hypothesis is 
supported by the types of suppressors identified by the HCS screen - many potential 
suppressors were involved in the secretory pathway, particularly processes controlled by 
Ypt1p. A mechanism for the suppressor activity of the four Ypt1p interacting proteins would 
be as follows: Bet4 may increase the prenylation of Ypt1p thereby compensating for the loss 
of prenyl groups caused by NleG8-2. Overexpression of COG subunits may increase the 
probability of prenylated Ypt1p interacting with COG thereby increasing the number of 
successful Golgi-vesicle fusion events. Overexpression of YIP3 may increase Rab/Ypt1p 
recycling and ensure that any remaining prenylated Rabs are available for directing vesicular 
transport/protein secretion. Ypt1p was not identified in either the microarray or HCS screen 
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therefore its identification as the target of NleG8-2 is far from certain. An alternative target 
may be YIP3 which is also prenylated. Disruption of YIP3 function might cause similar 
effects on the yeast cell as loss of Ypt1p function. More research (as described in chapter 7) is 
required to investigate the function of NleG8-2 and the possibility that this effector acts as a 
cysteine protease to de-prenylate Rab GTPases/Rab accessory proteins.  
 
6.4.10. Validation of HCS screen results 
 
In order to confirm which of the genes identified through the HCS screen are involved in 
suppression of NleG8-2-mediated growth inhibition there are a number of issues that must be 
resolved. Firstly, the level of expression of NleG8-2 must be quantified in each suppressor 
strain to show that the level of NleG8-2 expression is the same as FY833-NleG8-2. This will 
ensure that no suppressors were isolated simply because they diminished expression of 
NleG8-2. Also, most HCS plasmids contained multiple genes. Therefore each gene must be 
tested individually in FY833-NleG8-2 to find the gene responsible for suppression of growth 
inhibition.  For example, at present it is impossible to say which gene present in pYE13 from 
transformant 3 is the true suppressor. Unfortunately there was insufficient time in this study to 
complete this aspect of the assay. In addition, the suppressor activity of each suppressor gene 
identified should also be quantified as the efficacy of a suppressor may give clues as to the 
target of NleG8-2. Another issue that must be resolved is the use of the GAL1 promoter for 
NleG8-2 expression. Growth on galactose is known to stress cells [516] and alters the 
synthesis of UDP-glucose (a substrate for cell wall polymers and glycoproteins). It is 
therefore possible that the genes involved in cell wall and glycoprotein synthesis may be 
involved in a general response to growth on galactose i.e. these suppressors may act by 
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relieving the stress caused by galactose and not NleG8-2. In order to determine if this is the 
case, NleG8-2 could be expressed from an alternative expression vector containing a different 
promoter (e.g. tetO promoter).    
 
Further studies could also make use of stress-inducing conditions e.g. caffeine, high 
temperature to determine if yeast cells expressing NleG8-2 are more sensitive to the effects of 
the effector under these conditions and also to see if the suppressor activity of a given gene is 
lost under these conditions. For example, changes in suppressor activity in the presence of 
Brefeldin A (a drug that disrupts the Golgi [517]) might indicate that the suppressor functions 
by relieving stress on the Golgi caused by NleG8-2. There are numerous methods that could 
be used to detect secretory stress. A block in membrane trafficking from the ER causes a 
slowing of phospholipid synthesis in the ER and can be detected by increased triacylglycerol 
synthesis using fluorescence-activated cell sorting (FACS) [518].      
 
6.4.11. Validation of microarray results and issues raised 
 
The Affymetrix microarray is, like other types of microarray, subject to limitations. Statistical 
settings and filters may lead to different conclusions as changes in gene expression may 
appear to be significant (or not) based on the test/P-value used. To ensure the statistical 
validity of the microarray results several steps were taken during the course of the experiment 
to reduce discrepancies. Three biological replicates of yeast expressing NleG8-2 and yeast 
expressing pYES-DEST52e (empty vector control) were performed; yeast cells were 
harvested at the same growth rate and yeast were frozen immediately after harvest to prevent 
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alterations in gene expression due to changes in environmental conditions. However, the 
possibility of differences in gene expression due to expression of an exogenous protein i.e. 
non-specific effects, should be considered. The variance in transcription for all probes should 
also be considered in order to assess whether the differentially regulated genes as listed in 
tables 6.4 and 6.5 were the only genes to show transcriptional changes when NleG8-2 was 
expressed. Unfortunately, graphical data showing the variance in transcription across all 
probes was not available. Microarray results could be validated further by performing more 
replicates. Also, performing a microarray on mammalian enterocytes infected with EPEC 
expressing NleG8-2 and enterocytes infected with an EHECΔNleG8-2 mutant may provide 
further evidence for the role of NleG8-2 in EHEC O157:H7 infection (although redundancy 
between NleG effectors as discussed in chapter 1 may affect interpretation of results). 
 
6.4.12. Evaluation of the techniques used 
 
The two approaches, microarray and high copy suppression screen complemented each other. 
Results from the HCS screen validate results from the microarray. For example, YIP3 was 
identified in the HCS screen and was seen to be down-regulated using the microarray. This is 
evidence to suggest that NleG8-2 affects YIP3 or a pathway requiring YIP3. Results from this 
study imply that NleG8-2 affects vesicular trafficking in the host cell, possibly through 
disruption of Rab GTPase membrane targeting. Future investigations into the effects of 
NleG8-2 should therefore concentrate on characterising the ER, Golgi and the secretory 
pathway in mammalian/yeast cells expressing NleG8-2.   
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CHAPTER SEVEN 
Discussion 
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7.1. Discussion 
 
7.1.1. Summary of findings 
 
Type III secretion is an important virulence factor of EHEC O157:H7. T3SS effectors 
encoded within the LEE have been well characterised. However, many effectors that are 
encoded outside the LEE are only just beginning to be investigated. The work presented in 
this thesis investigated several novel EHEC O157:H7 Sakai T3SS effectors that had been 
predicted in silico by PSI-BLAST homology searches.  
 
Work began by investigating the translocation of putative effectors through the LEE encoded 
T3SS. Evidence that candidate effectors were secreted via type III secretion was provided by 
a β-lactamase translocation assay. The results from this assay, plus several other 
secretion/translocation assays performed by collaborators, confirmed that 39 candidate 
effectors were T3SS effectors. This exciting result confirms that the repertoire of T3SS 
effectors in EHEC O157:H7 is much larger than previously imagined.  
 
Investigations into the localisation of effectors in mammalian cells revealed that novel 
effectors localise to various cellular compartments and organelles. Observation of the actin 
cytoskeleton in cells expressing novel effectors revealed that the EspM2 effector caused the 
formation of actin stress fibres in mammalian cells.   
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A yeast cell model was also employed to investigate the effects of selected effectors on cell 
growth, shape and physiology. Expression of a small number of effectors was toxic to yeast 
and inhibited yeast growth. Effects of effector expression also included redistribution of chitin 
in yeast cell walls and unusual cell morphology. Mutagenesis of EspM2 revealed that the 
conserved WxxxE motif is required for effector toxicity but that other regions and residues of 
the proteins may also be important.   
 
Finally, work focused on the effector NleG8-2. Transcriptomics and a high copy suppression 
screen were used to investigate disruption of yeast cellular physiology. Results from both 
screens were promising and showed that NleG8-2 might target vesicular trafficking within the 
cell. Dissection of sequence-activity relations for NleG8-2 was also attempted, revealing that 
yeast growth inhibition was dependent on three conserved C/H/D residues. This finding 
supports the hypothesis that NleG8-2 functions enzymatically. This is the first time that an 
NleG family member has been shown to have an effect on host cells. In conclusion, the results 
summarised above satisfy the aims of the thesis listed in chapter one. 
  
7.1.2. Re-evaluation of thesis 
 
In re-evaluating this thesis, a number of issues are raised. For example, during transfection 
experiments it may have been productive to try other cationic lipid-based transfection 
reagents to improve transfection efficiency and reliability. Despite the problems associated 
with transfection, mammalian cells appear to be better than yeast for localisation studies as 
they are much larger - thus enabling subcellular structures to be visualized more easily.  
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Overall, the yeast cell model was useful for initial screening of effector toxicity – the yeast 
were easy to handle and the system allowed effectors to be screened simultaneously. 
However, more insight into effector function would have been gained through the use of 
‘stressors’ in yeast growth assays as discussed in chapter 5. More insight into cellular 
localisation of effectors in yeast may also have been gained through the use of additional 
reporter strains and confocal microscopy, unfortunately these were not available during this 
study.  
 
7.1.3. Further work arising from this thesis 
 
Results from this thesis provide many avenues for further work. A pressing issue is to provide 
a definitive function/target of NleG8-2. Firstly, as discussed in chapter six, genes identified 
from the high copy suppression screen must be investigated for suppressor activity 
individually to define which are true suppressors. Secondly, the secretory system of yeast 
expressing NleG8-2 should be investigated to determine whether vesicular trafficking is 
disrupted. Although, no definitive function for NleG has been found in this study, the 
expansion of the NleG family in EHEC O157:H7 and the presence of numerous functional 
NleG genes in EHEC O157:H7 suggests that this effector is a significant player in EHEC 
O157:H7 virulence or colonisation. In order to determine the role of NleG in EHEC 
pathogenicity or colonisation, NleG could be knocked out and the effects of EHEC O157:H7 
ΔNleG investigated using a bovine infection model, bIVOC or human IVOC. Alternatively 
EHEC NleG genes could be introduced into EPEC (possesses one NleG) and the effects on 
EPEC pathogenicity investigated. 
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Further questions regarding NleG8-2 include:  
 What is the structure of NleG8-2? 
 With which eukaryotic proteins does NleG8-2 interact? Purification of NleG8-2 was 
attempted during this study but was unsuccessful. Further work using alternative 
expression vectors may enable pull down/co immunoprecipitation studies to be 
performed and eukaryotic target proteins to be identified. 
 How are the conserved Cys136, Asp162 and His176 residues involved in effector function 
– is NleG8-2 a cysteine protease? 
 Is NleG8-2 necessary for colonisation of humans or cattle? 
 
In addition to questions regarding NleG8-2, there remain further questions regarding EHEC 
T3SS, effectors and pathogenicity in general: 
 What are the functions of the remaining novel effectors? 
 How much redundancy is there between the T3SS effectors of EHEC O157:H7? 
 Are effectors involved in colonisation of cattle/humans or are they involved in 
bacteria-protozoa interactions e.g. do they offer defence against predation? 
 Do effectors act in combination with other effectors – is the combination of effectors 
more important than each individual effector (as has been proposed by Kenny et al 
[357])?  
 Does the combination of effectors define host specificity as shown for P. syringae 
[356]? 
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Interestingly, recent work by Asadulghani et al [294] demonstrated that although many Sakai 
prophages, that carry effectors in their passenger compartments, are defective (with the 
exception of NleA and Stx harbouring phage), many were able to excise themselves from the 
host genome, replicate, package phage DNA and be released from O157:H7 cells. Transfer of 
these apparently defective prophage to other E. coli was also demonstrated, probably due to 
interactions between defective prophage resulting in formation of functional phage [294]. 
These findings have exciting implications for T3SS effector research and our understanding 
of EHEC O157:H7 evolution. The use of next generation DNA sequencing technology and 
the increase in the number of sequenced bacterial genomes will undoubtedly reveal the 
existence of other T3SS effectors and provide insight into the vast metagenome to which 
EHEC O157:H7 phage-encoded effectors belong. Type-III secretion systems and their 
effectors will provide stimulus for exciting research for years to come.  The mid-throughput 
approaches to effector confirmation, localisation and functional characterisation described in 
this thesis provide a useful framework for investigating novel T3SS effector repertoires.  
  
229 
 
REFERENCES 
 
 
 
     
 
 
 
 
 
 
 
  
230 
 
1. Pallen, M.J., S.A. Beatson, and C.M. Bailey, Bioinformatics analysis of the locus for 
enterocyte effacement provides novel insights into type-III secretion. BMC Microbiol, 
2005. 5(1): p. 9. 
2. Tobe, T., S.A. Beatson, H. Taniguchi, H. Abe, C.M. Bailey, A. Fivian, R. Younis, S. 
Matthews, O. Marches, G. Frankel, T. Hayashi, and M.J. Pallen, An extensive 
repertoire of type III secretion effectors in Escherichia coli O157 and the role of 
lambdoid phages in their dissemination. Proc Natl Acad Sci U S A, 2006. 103(40): p. 
14941-6. 
3. Zhang, L., R.R. Chaudhuri, C. Constantinidou, J.L. Hobman, M.D. Patel, A.C. Jones, 
D. Sarti, A.J. Roe, I. Vlisidou, R.K. Shaw, F. Falciani, M.P. Stevens, D.L. Gally, S. 
Knutton, G. Frankel, C.W. Penn, and M.J. Pallen, Regulators encoded in the 
Escherichia coli type III secretion system 2 gene cluster influence expression of genes 
within the locus for enterocyte effacement in enterohemorrhagic E. coli O157:H7. 
Infect Immun, 2004. 72(12): p. 7282-93. 
4. Souza, V., M. Rocha, A. Valera, and L.E. Eguiarte, Genetic structure of natural 
populations of Escherichia coli in wild hosts on different continents. Appl Environ 
Microbiol, 1999. 65(8): p. 3373-85. 
5. Nataro, J.P. and J.B. Kaper, Diarrheagenic Escherichia coli. Clin Microbiol Rev, 
1998. 11(1): p. 142-201. 
6. Smith, J.L., P.M. Fratamico, and N.W. Gunther, Extraintestinal pathogenic 
Escherichia coli. Foodborne Pathog Dis, 2007. 4(2): p. 134-63. 
7. Rasko, D.A., M.J. Rosovitz, G.S. Myers, E.F. Mongodin, W.F. Fricke, P. Gajer, J. 
Crabtree, M. Sebaihia, N.R. Thomson, R. Chaudhuri, I.R. Henderson, V. Sperandio, 
and J. Ravel, The pangenome structure of Escherichia coli: comparative genomic 
analysis of E. coli commensal and pathogenic isolates. J Bacteriol, 2008. 190(20): p. 
6881-93. 
8. Kaper, J.B., J.P. Nataro, and H.L. Mobley, Pathogenic Escherichia coli. Nat Rev 
Microbiol, 2004. 2(2): p. 123-40. 
9. Bilge, S.S., C.R. Clausen, W. Lau, and S.L. Moseley, Molecular characterization of a 
fimbrial adhesin, F1845, mediating diffuse adherence of diarrhea-associated 
Escherichia coli to HEp-2 cells. J Bacteriol, 1989. 171(8): p. 4281-9. 
10. Scaletsky, I.C., S.H. Fabbricotti, R.L. Carvalho, C.R. Nunes, H.S. Maranhao, M.B. 
Morais, and U. Fagundes-Neto, Diffusely adherent Escherichia coli as a cause of 
acute diarrhea in young children in Northeast Brazil: a case-control study. J Clin 
Microbiol, 2002. 40(2): p. 645-8. 
11. Nataro, J.P., T. Steiner, and R.L. Guerrant, Enteroaggregative Escherichia coli. 
Emerg Infect Dis, 1998. 4(2): p. 251-61. 
12. Sansonetti, P., Host-pathogen interactions: the seduction of molecular cross talk. Gut, 
2002. 50 Suppl 3: p. III2-8. 
13. Knutton, S., T. Baldwin, P.H. Williams, and A.S. McNeish, Actin accumulation at 
sites of bacterial adhesion to tissue culture cells: basis of a new diagnostic test for 
enteropathogenic and enterohemorrhagic Escherichia coli. Infect Immun, 1989. 
57(4): p. 1290-8. 
14. Levine, M.M. and R. Edelman, Enteropathogenic Escherichia coli of classic serotypes 
associated with infant diarrhea: epidemiology and pathogenesis. Epidemiol Rev, 
1984. 6: p. 31-51. 
15. Sears, C.L. and J.B. Kaper, Enteric bacterial toxins: mechanisms of action and linkage 
to intestinal secretion. Microbiol Rev, 1996. 60(1): p. 167-215. 
231 
 
16. Konowalchuk, J., J.I. Speirs, and S. Stavric, Vero response to a cytotoxin of 
Escherichia coli. Infect Immun, 1977. 18(3): p. 775-9. 
17. O'Brien, A.D., T.A. Lively, T.W. Chang, and S.L. Gorbach, Purification of Shigella 
dysenteriae 1 (Shiga)-like toxin from Escherichia coli O157:H7 strain associated with 
haemorrhagic colitis. Lancet, 1983. 2(8349): p. 573. 
18. Riley, L.W., R.S. Remis, S.D. Helgerson, H.B. McGee, J.G. Wells, B.R. Davis, R.J. 
Hebert, E.S. Olcott, L.M. Johnson, N.T. Hargrett, P.A. Blake, and M.L. Cohen, 
Hemorrhagic colitis associated with a rare Escherichia coli serotype. N Engl J Med, 
1983. 308(12): p. 681-5. 
19. Karmali, M.A., M. Petric, C. Lim, P.C. Fleming, G.S. Arbus, and H. Lior, The 
association between idiopathic hemolytic uremic syndrome and infection by verotoxin-
producing Escherichia coli. J Infect Dis, 1985. 151(5): p. 775-82. 
20. Scheiring, J., S. Andreoli, and L. Zimmerhackl, Treatment and outcome of Shiga-
toxin-associated hemolytic uremic syndrome (HUS). Pediatric Nephrology, 2008. 
23(10): p. 1749-1760. 
21. G. Z. Panos, G.I. Betsi, and M.E. Falagas, Systematic review: are antibiotics 
detrimental or beneficial for the treatment of patients with Escherichia coli O157:H7 
infection? Alimentary Pharmacology & Therapeutics, 2006. 24(5): p. 731-742. 
22. Welinder-Olsson, C. and B. Kaijser, Enterohemorrhagic Escherichia coli (EHEC). 
Scand J Infect Dis, 2005. 37(6-7): p. 405-16. 
23. Watanabe, H., A. Wada, Y. Inagaki, K. Itoh, and K. Tamura, Outbreaks of 
enterohaemorrhagic Escherichia coli O157:H7 infection by two different genotype 
strains in Japan, 1996. Lancet, 1996. 348(9030): p. 831-2. 
24. Michino, H., K. Araki, S. Minami, S. Takaya, N. Sakai, M. Miyazaki, A. Ono, and H. 
Yanagawa, Massive outbreak of Escherichia coli O157:H7 infection in schoolchildren 
in Sakai City, Japan, associated with consumption of white radish sprouts. Am J 
Epidemiol, 1999. 150(8): p. 787-96. 
25. Hayashi, T., K. Makino, M. Ohnishi, K. Kurokawa, K. Ishii, K. Yokoyama, C.-G. 
Han, E. Ohtsubo, K. Nakayama, T. Murata, M. Tanaka, T. Tobe, T. Iida, H. Takami, 
T. Honda, C. Sasakawa, N. Ogasawara, T. Yasunaga, S. Kuhara, T. Shiba, M. Hattori, 
and H. Shinagawa, Complete Genome Sequence of Enterohemorrhagic Eschelichia 
coli O157:H7 and Genomic Comparison with a Laboratory Strain K-12. DNA Res, 
2001. 8(1): p. 11-22. 
26. Bettelheim, K.A. and P.N. Goldwater, An Escherichia coli O157:H7 outbreak? Clin 
Infect Dis, 2000. 30(6): p. 984. 
27. Besser, R.E., P.M. Griffin, and L. Slutsker, Escherichia coli O157:H7 gastroenteritis 
and the hemolytic uremic syndrome: an emerging infectious disease. Annu Rev Med, 
1999. 50: p. 355-67. 
28. Borczyk, A.A., M.A. Karmali, H. Lior, and L.M. Duncan, Bovine reservoir for 
verotoxin-producing Escherichia coli O157:H7. Lancet, 1987. 1(8524): p. 98. 
29. Hussein, H.S., Prevalence and pathogenicity of Shiga toxin-producing Escherichia 
coli in beef cattle and their products. J. Anim Sci., 2007. 85(13_suppl): p. E63-72. 
30. Low, J.C., I.J. McKendrick, C. McKechnie, D. Fenlon, S.W. Naylor, C. Currie, D.G. 
Smith, L. Allison, and D.L. Gally, Rectal carriage of enterohemorrhagic Escherichia 
coli O157 in slaughtered cattle. Appl Environ Microbiol, 2005. 71(1): p. 93-7. 
31. Robinson, S.E., P.E. Brown, E.J. Wright, C.A. Hart, and N.P. French, Quantifying 
within- and between-animal variation and uncertainty associated with counts of 
232 
 
Escherichia coli O157 occurring in naturally infected cattle faeces. J R Soc Interface, 
2009. 6(31): p. 169-77. 
32. Hancock, D.D., T.E. Besser, D.H. Rice, E.D. Ebel, D.E. Herriott, and L.V. Carpenter, 
Multiple sources of Escherichia coli O157 in feedlots and dairy farms in the 
northwestern USA. Prev Vet Med, 1998. 35(1): p. 11-9. 
33. Fairbrother, J.M. and E. Nadeau, Escherichia coli: on-farm contamination of animals. 
Rev Sci Tech, 2006. 25(2): p. 555-69. 
34. O'Brien, S.J., G.K. Adak, and C. Gilham, Contact with farming environment as a 
major risk factor for Shiga toxin (Vero cytotoxin)-producing Escherichia coli O157 
infection in humans. Emerg Infect Dis, 2001. 7(6): p. 1049-51. 
35. Locking, M.E., S.J. O'Brien, W.J. Reilly, E.M. Wright, D.M. Campbell, J.E. Coia, 
L.M. Browning, and C.N. Ramsay, Risk factors for sporadic cases of Escherichia coli 
O157 infection: the importance of contact with animal excreta. Epidemiol Infect, 
2001. 127(2): p. 215-20. 
36. Kassenborg, H D., C W. Hedberg, M. Hoekstra, M C. Evans, A E. Chin, R. Marcus, 
D J. Vugia, K. Smith, S. Desai A, L. Slutsker, and P.M. Griffin, Farm Visits and 
Undercooked Hamburgers as Major Risk Factors for Sporadic Escherichia coli 
O157:H7 Infection: Data from a Case-Control Study in 5 FoodNet Sites. Clinical 
Infectious Diseases, 2004. 38(s3): p. S271-S278. 
37. Wray, C., I.M. McLaren, L.P. Randall, and G.R. Pearson, Natural and experimental 
infection of normal cattle with Escherichia coli O157. Vet Rec, 2000. 147(3): p. 65-8. 
38. Stevens, M.P., P.M. van Diemen, F. Dziva, P.W. Jones, and T.S. Wallis, Options for 
the control of enterohaemorrhagic Escherichia coli in ruminants. Microbiology, 2002. 
148(Pt 12): p. 3767-78. 
39. Bettelheim, K.A., Role of non-O157 VTEC. Symp Ser Soc Appl Microbiol, 2000(29): 
p. 38S-50S. 
40. Nart, P., S.W. Naylor, J.F. Huntley, I.J. McKendrick, D.L. Gally, and J.C. Low, 
Responses of cattle to gastrointestinal colonization by Escherichia coli O157:H7. 
Infect Immun, 2008. 76(11): p. 5366-72. 
41. Mainil, J., Shiga/verocytotoxins and Shiga/verotoxigenic Escherichia coli in animals. 
Vet Res, 1999. 30(2-3): p. 235-57. 
42. Elsik, C.G., R.L. Tellam, K.C. Worley, R.A. Gibbs, et al., The Genome Sequence of 
Taurine Cattle: A Window to Ruminant Biology and Evolution. Science, 2009. 
324(5926): p. 522-528. 
43. Abdul-Raouf, U.M., L.R. Beuchat, and M.S. Ammar, Survival and growth of 
Escherichia coli O157:H7 on salad vegetables. Appl Environ Microbiol, 1993. 59(7): 
p. 1999-2006. 
44. Kotewicz, M.L., M.K. Mammel, J.E. LeClerc, and T.A. Cebula, Optical mapping and 
454 sequencing of Escherichia coli O157 : H7 isolates linked to the US 2006 spinach-
associated outbreak. Microbiology, 2008. 154(11): p. 3518-3528. 
45. Berger, C.N., R.K. Shaw, D.J. Brown, H. Mather, S. Clare, G. Dougan, M.J. Pallen, 
and G. Frankel, Interaction of Salmonella enterica with basil and other salad leaves. 
Isme J, 2009. 3(2): p. 261-5. 
46. Brandl, M.T., Plant lesions promote the rapid multiplication of Escherichia coli 
O157:H7 on postharvest lettuce. Appl Environ Microbiol, 2008. 74(17): p. 5285-9. 
47. Shaw, R.K., C.N. Berger, B. Feys, S. Knutton, M.J. Pallen, and G. Frankel, 
Enterohemorrhagic Escherichia coli exploits EspA filaments for attachment to salad 
leaves. Appl Environ Microbiol, 2008. 74(9): p. 2908-14. 
233 
 
48. Gyles, C.L., Shiga toxin-producing Escherichia coli: an overview. J Anim Sci, 2007. 
85(13 Suppl): p. E45-62. 
49. Lindberg, A.A., J.E. Brown, N. Stromberg, M. Westling-Ryd, J.E. Schultz, and K.A. 
Karlsson, Identification of the carbohydrate receptor for Shiga toxin produced by 
Shigella dysenteriae type 1. J Biol Chem, 1987. 262(4): p. 1779-85. 
50. Sandvig, K. and B. van Deurs, Transport of protein toxins into cells: pathways used by 
ricin, cholera toxin and Shiga toxin. FEBS Lett, 2002. 529(1): p. 49-53. 
51. Endo, Y., K. Tsurugi, T. Yutsudo, Y. Takeda, T. Ogasawara, and K. Igarashi, Site of 
action of a Vero toxin (VT2) from Escherichia coli O157:H7 and of Shiga toxin on 
eukaryotic ribosomes. RNA N-glycosidase activity of the toxins. Eur J Biochem, 1988. 
171(1-2): p. 45-50. 
52. Reisbig, R., S. Olsnes, and K. Eiklid, The cytotoxic activity of Shigella toxin. Evidence 
for catalytic inactivation of the 60 S ribosomal subunit. J. Biol. Chem., 1981. 256(16): 
p. 8739-8744. 
53. Steinberg, K.M. and B.R. Levin, Grazing protozoa and the evolution of the 
Escherichia coli O157:H7 Shiga toxin-encoding prophage. Proc Biol Sci, 2007. 
274(1621): p. 1921-9. 
54. Conlan, J.W., A.D. Cox, R. KuoLee, A. Webb, and M.B. Perry, Parenteral 
immunization with a glycoconjugate vaccine containing the O157 antigen of 
Escherichia coli O157:H7 elicits a systemic humoral immune response in mice, but 
fails to prevent colonization by the pathogen. Can J Microbiol, 1999. 45(4): p. 279-86. 
55. Conlan, J.W., R. KuoLee, A. Webb, A.D. Cox, and M.B. Perry, Oral immunization of 
mice with a glycoconjugate vaccine containing the O157 antigen of Escherichia coli 
O157:H7 admixed with cholera toxin fails to elicit protection against subsequent 
colonization by the pathogen. Can J Microbiol, 2000. 46(3): p. 283-90. 
56. Konadu, E.Y., J.C. Parke, Jr., H.T. Tran, D.A. Bryla, J.B. Robbins, and S.C. Szu, 
Investigational vaccine for Escherichia coli O157: phase 1 study of O157 O-specific 
polysaccharide-Pseudomonas aeruginosa recombinant exoprotein A conjugates in 
adults. J Infect Dis, 1998. 177(2): p. 383-7. 
57. Shifrin, Y., A. Peleg, O. Ilan, C. Nadler, S. Kobi, K. Baruch, G. Yerushalmi, T. 
Berdichevsky, S. Altuvia, M. Elgrably-Weiss, C. Abe, S. Knutton, C. Sasakawa, J.M. 
Ritchie, M.K. Waldor, and I. Rosenshine, Transient Shielding of Intimin and the Type 
III Secretion System of Enterohemorrhagic and Enteropathogenic Escherichia coli by 
a Group 4 Capsule. J. Bacteriol., 2008. 190(14): p. 5063-5074. 
58. Kenny, B., R. DeVinney, M. Stein, D.J. Reinscheid, E.A. Frey, and B.B. Finlay, 
Enteropathogenic E. coli (EPEC) transfers its receptor for intimate adherence into 
mammalian cells. Cell, 1997. 91(4): p. 511-20. 
59. Stevens, M.P., A.J. Roe, I. Vlisidou, P.M. van Diemen, R.M. La Ragione, A. Best, 
M.J. Woodward, D.L. Gally, and T.S. Wallis, Mutation of toxB and a truncated 
version of the efa-1 gene in Escherichia coli O157:H7 influences the expression and 
secretion of locus of enterocyte effacement-encoded proteins but not intestinal 
colonization in calves or sheep. Infect Immun, 2004. 72(9): p. 5402-11. 
60. Stevens, M.P., P.M. van Diemen, G. Frankel, A.D. Phillips, and T.S. Wallis, Efa1 
Influences Colonization of the Bovine Intestine by Shiga Toxin-Producing Escherichia 
coli Serotypes O5 and O111. Infect. Immun., 2002. 70(9): p. 5158-5166. 
61. Low, A.S., N. Holden, T. Rosser, A.J. Roe, C. Constantinidou, J.L. Hobman, D.G. 
Smith, J.C. Low, and D.L. Gally, Analysis of fimbrial gene clusters and their 
234 
 
expression in enterohaemorrhagic Escherichia coli O157:H7. Environ Microbiol, 
2006. 8(6): p. 1033-47. 
62. Holden, N.J. and D.L. Gally, Switches, cross-talk and memory in Escherichia coli 
adherence. J Med Microbiol, 2004. 53(Pt 7): p. 585-93. 
63. Roe, A.J., C. Currie, D.G. Smith, and D.L. Gally, Analysis of type 1 fimbriae 
expression in verotoxigenic Escherichia coli: a comparison between serotypes O157 
and O26. Microbiology, 2001. 147(Pt 1): p. 145-52. 
64. Torres, A.G., J.A. Giron, N.T. Perna, V. Burland, F.R. Blattner, F. Avelino-Flores, 
and J.B. Kaper, Identification and characterization of lpfABCC'DE, a fimbrial operon 
of enterohemorrhagic Escherichia coli O157:H7. Infect Immun, 2002. 70(10): p. 
5416-27. 
65. Torres, A.G., K.J. Kanack, C.B. Tutt, V. Popov, and J.B. Kaper, Characterization of 
the second long polar (LP) fimbriae of Escherichia coli O157:H7 and distribution of 
LP fimbriae in other pathogenic E. coli strains. FEMS Microbiol Lett, 2004. 238(2): 
p. 333-44. 
66. Xicohtencatl-Cortes, J., V. Monteiro-Neto, Z. Saldana, M.A. Ledesma, J.L. Puente, 
and J.A. Giron, The Type 4 Pili of Enterohemorrhagic Escherichia coli O157:H7 Are 
Multipurpose Structures with Pathogenic Attributes. J. Bacteriol., 2009. 191(1): p. 
411-421. 
67. Schmidt, H., L. Beutin, and H. Karch, Molecular analysis of the plasmid-encoded 
hemolysin of Escherichia coli O157:H7 strain EDL 933. Infect Immun, 1995. 63(3): p. 
1055-61. 
68. Silverman, M. and M. Simon, Flagellar rotation and the mechanism of bacterial 
motility. Nature, 1974. 249(452): p. 73-4. 
69. Best, A., R.M. La Ragione, A.R. Sayers, and M.J. Woodward, Role for flagella but not 
intimin in the persistent infection of the gastrointestinal tissues of specific-pathogen-
free chicks by shiga toxin-negative Escherichia coli O157:H7. Infect Immun, 2005. 
73(3): p. 1836-46. 
70. Mahajan, A., C.G. Currie, S. Mackie, J. Tree, S. McAteer, I. McKendrick, T.N. 
McNeilly, A. Roe, R.M. La Ragione, M.J. Woodward, D.L. Gally, and D.G. Smith, An 
investigation of the expression and adhesin function of H7 flagella in the interaction 
of Escherichia coli O157 : H7 with bovine intestinal epithelium. Cell Microbiol, 2009. 
11(1): p. 121-37. 
71. Hayashi, F., K.D. Smith, A. Ozinsky, T.R. Hawn, E.C. Yi, D.R. Goodlett, J.K. Eng, S. 
Akira, D.M. Underhill, and A. Aderem, The innate immune response to bacterial 
flagellin is mediated by Toll-like receptor 5. Nature, 2001. 410(6832): p. 1099-1103. 
72. Brunder, W., H. Schmidt, and H. Karch, EspP, a novel extracellular serine protease of 
enterohaemorrhagic Escherichia coli O157:H7 cleaves human coagulation factor V. 
Mol Microbiol, 1997. 24(4): p. 767-78. 
73. Dziva, F., A. Mahajan, P. Cameron, C. Currie, I.J. McKendrick, T.S. Wallis, D.G. 
Smith, and M.P. Stevens, EspP, a Type V-secreted serine protease of 
enterohaemorrhagic Escherichia coli O157:H7, influences intestinal colonization of 
calves and adherence to bovine primary intestinal epithelial cells. FEMS Microbiol 
Lett, 2007. 271(2): p. 258-64. 
74. Paton, A.W. and J.C. Paton, Reactivity of convalescent-phase hemolytic-uremic 
syndrome patient sera with the megaplasmid-encoded TagA protein of Shiga toxigenic 
Escherichia coli O157. J Clin Microbiol, 2002. 40(4): p. 1395-9. 
235 
 
75. Costerton, J.W., J.M. Ingram, and K.J. Cheng, Structure and function of the cell 
envelope of gram-negative bacteria. Microbiol. Mol. Biol. Rev., 1974. 38(1): p. 87-
110. 
76. Gophna, U., E.Z. Ron, and D. Graur, Bacterial type III secretion systems are ancient 
and evolved by multiple horizontal-transfer events. Gene, 2003. 312: p. 151-63. 
77. Foultier, B., P. Troisfontaines, S. Muller, F.R. Opperdoes, and G.R. Cornelis, 
Characterization of the ysa pathogenicity locus in the chromosome of Yersinia 
enterocolitica and phylogeny analysis of type III secretion systems. J Mol Evol, 2002. 
55(1): p. 37-51. 
78. Nguyen, L., I.T. Paulsen, J. Tchieu, C.J. Hueck, and M.H. Saier, Jr., Phylogenetic 
analyses of the constituents of Type III protein secretion systems. J Mol Microbiol 
Biotechnol, 2000. 2(2): p. 125-44. 
79. Journet, L., K.T. Hughes, and G.R. Cornelis, Type III secretion: a secretory pathway 
serving both motility and virulence (review). Mol Membr Biol, 2005. 22(1-2): p. 41-
50. 
80. Jarvis, K.G. and J.B. Kaper, Secretion of extracellular proteins by enterohemorrhagic 
Escherichia coli via a putative type III secretion system. Infect Immun, 1996. 64(11): 
p. 4826-9. 
81. Thanabalu, T., E. Koronakis, C. Hughes, and V. Koronakis, Substrate-induced 
assembly of a contiguous channel for protein export from E.coli: reversible bridging 
of an inner-membrane translocase to an outer membrane exit pore. Embo J, 1998. 
17(22): p. 6487-96. 
82. Holland, I.B., L. Schmitt, and J. Young, Type 1 protein secretion in bacteria, the 
ABC-transporter dependent pathway (review). Mol Membr Biol, 2005. 22(1-2): p. 29-
39. 
83. Pugsley, A.P., O. Francetic, K. Hardie, O.M. Possot, N. Sauvonnet, and A. Seydel, 
Pullulanase: model protein substrate for the general secretory pathway of gram-
negative bacteria. Folia Microbiol (Praha), 1997. 42(3): p. 184-92. 
84. Cianciotto, N.P., Type II secretion: a protein secretion system for all seasons. Trends 
Microbiol, 2005. 13(12): p. 581-8. 
85. Rosqvist, R., S. Hakansson, A. Forsberg, and H. Wolf-Watz, Functional conservation 
of the secretion and translocation machinery for virulence proteins of yersiniae, 
salmonellae and shigellae. Embo J, 1995. 14(17): p. 4187-95. 
86. Troisfontaines, P. and G.R. Cornelis, Type III Secretion: More Systems Than You 
Think. Physiology, 2005. 20(5): p. 326-339. 
87. Weiss, A.A., F.D. Johnson, and D.L. Burns, Molecular characterization of an operon 
required for pertussis toxin secretion. Proc Natl Acad Sci U S A, 1993. 90(7): p. 
2970-4. 
88. Christie, P.J., K. Atmakuri, V. Krishnamoorthy, S. Jakubowski, and E. Cascales, 
Biogenesis, architecture, and function of bacterial type IV secretion systems. Annu 
Rev Microbiol, 2005. 59: p. 451-85. 
89. Halter, R., J. Pohlner, and T.F. Meyer, IgA protease of Neisseria gonorrhoeae: 
isolation and characterization of the gene and its extracellular product. Embo J, 1984. 
3(7): p. 1595-601. 
90. Henderson, I.R., F. Navarro-Garcia, M. Desvaux, R.C. Fernandez, and D. Ala'Aldeen, 
Type V protein secretion pathway: the autotransporter story. Microbiol Mol Biol Rev, 
2004. 68(4): p. 692-744. 
236 
 
91. Pukatzki, S., A.T. Ma, D. Sturtevant, B. Krastins, D. Sarracino, W.C. Nelson, J.F. 
Heidelberg, and J.J. Mekalanos, Identification of a conserved bacterial protein 
secretion system in Vibrio cholerae using the Dictyostelium host model system. Proc 
Natl Acad Sci U S A, 2006. 103(5): p. 1528-33. 
92. Bingle, L.E., C.M. Bailey, and M.J. Pallen, Type VI secretion: a beginner's guide. 
Curr Opin Microbiol, 2008. 11(1): p. 3-8. 
93. Rainbow, L., C.A. Hart, and C. Winstanley, Distribution of type III secretion gene 
clusters in Burkholderia pseudomallei, B. thailandensis and B. mallei. J Med 
Microbiol, 2002. 51(5): p. 374-84. 
94. Stevens, M.P., A. Haque, T. Atkins, J. Hill, M.W. Wood, A. Easton, M. Nelson, C. 
Underwood-Fowler, R.W. Titball, G.J. Bancroft, and E.E. Galyov, Attenuated 
virulence and protective efficacy of a Burkholderia pseudomallei bsa type III secretion 
mutant in murine models of melioidosis. Microbiology, 2004. 150(Pt 8): p. 2669-76. 
95. Ly, K.T. and J.E. Casanova, Mechanisms of Salmonella entry into host cells. Cell 
Microbiol, 2007. 9(9): p. 2103-11. 
96. Abrahams, G.L. and M. Hensel, Manipulating cellular transport and immune 
responses: dynamic interactions between intracellular Salmonella enterica and its 
host cells. Cell Microbiol, 2006. 8(5): p. 728-37. 
97. Zauberman, A., S. Cohen, E. Mamroud, Y. Flashner, A. Tidhar, R. Ber, E. Elhanany, 
A. Shafferman, and B. Velan, Interaction of Yersinia pestis with Macrophages: 
Limitations in YopJ-Dependent Apoptosis. Infect. Immun., 2006. 74(6): p. 3239-3250. 
98. Zhou, H., D.M. Monack, N. Kayagaki, I. Wertz, J. Yin, B. Wolf, and V.M. Dixit, 
Yersinia virulence factor YopJ acts as a deubiquitinase to inhibit NF-kappa B 
activation. J Exp Med, 2005. 202(10): p. 1327-32. 
99. Zhang, Y., J. Murtha, M.A. Roberts, R.M. Siegel, and J.B. Bliska, Type III secretion 
decreases bacterial and host survival following phagocytosis of Yersinia 
pseudotuberculosis by macrophages. Infect Immun, 2008. 76(9): p. 4299-310. 
100. Buchrieser, C., P. Glaser, C. Rusniok, H. Nedjari, H. d'Hauteville, F. Kunst, P. 
Sansonetti, and C. Parsot, The virulence plasmid pWR100 and the repertoire of 
proteins secreted by the type III secretion apparatus of Shigella flexneri. Molecular 
Microbiology, 2000. 38(4): p. 760-771. 
101. Kaniga, K., D. Trollinger, and J.E. Galan, Identification of two targets of the type III 
protein secretion system encoded by the inv and spa loci of Salmonella typhimurium 
that have homology to the Shigella IpaD and IpaA proteins. J Bacteriol, 1995. 
177(24): p. 7078-85. 
102. Stevens, M.P., M.W. Wood, L.A. Taylor, P. Monaghan, P. Hawes, P.W. Jones, T.S. 
Wallis, and E.E. Galyov, An Inv/Mxi-Spa-like type III protein secretion system in 
Burkholderia pseudomallei modulates intracellular behaviour of the pathogen. Mol 
Microbiol, 2002. 46(3): p. 649-59. 
103. Jarvis, K.G., J.A. Giron, A.E. Jerse, T.K. McDaniel, M.S. Donnenberg, and J.B. 
Kaper, Enteropathogenic Escherichia coli contains a putative type III secretion system 
necessary for the export of proteins involved in attaching and effacing lesion 
formation. Proc Natl Acad Sci U S A, 1995. 92(17): p. 7996-8000. 
104. Gallois, A., J.R. Klein, L.A. Allen, B.D. Jones, and W.M. Nauseef, Salmonella 
pathogenicity island 2-encoded type III secretion system mediates exclusion of 
NADPH oxidase assembly from the phagosomal membrane. J Immunol, 2001. 166(9): 
p. 5741-8. 
237 
 
105. Dai, W.J., Y. Zeng, Z.P. Xie, and C. Staehelin, Symbiosis-promoting and deleterious 
effects of NopT, a novel type 3 effector of Rhizobium sp. strain NGR234. J Bacteriol, 
2008. 190(14): p. 5101-10. 
106. de Lyra Mdo, C., F.J. Lopez-Baena, N. Madinabeitia, J.M. Vinardell, R. Espuny Mdel, 
M.T. Cubo, R.A. Belloguin, J.E. Ruiz-Sainz, and F.J. Ollero, Inactivation of the 
Sinorhizobium fredii HH103 rhcJ gene abolishes nodulation outer proteins (Nops) 
secretion and decreases the symbiotic capacity with soybean. Int Microbiol, 2006. 
9(2): p. 125-33. 
107. Viprey, V., A. Del Greco, W. Golinowski, W.J. Broughton, and X. Perret, Symbiotic 
implications of type III protein secretion machinery in Rhizobium. Mol Microbiol, 
1998. 28(6): p. 1381-9. 
108. Prantner, D. and U.M. Nagarajan, Role for the Chlamydial Type III Secretion 
Apparatus in Host Cytokine Expression. Infect. Immun., 2009. 77(1): p. 76-84. 
109. Collmer, A., J.L. Badel, A.O. Charkowski, W.L. Deng, D.E. Fouts, A.R. Ramos, A.H. 
Rehm, D.M. Anderson, O. Schneewind, K. van Dijk, and J.R. Alfano, Pseudomonas 
syringae Hrp type III secretion system and effector proteins. Proc Natl Acad Sci U S 
A, 2000. 97(16): p. 8770-7. 
110. Weber, E., T. Ojanen-Reuhs, E. Huguet, G. Hause, M. Romantschuk, T.K. Korhonen, 
U. Bonas, and R. Koebnik, The type III-dependent Hrp pilus is required for productive 
interaction of Xanthomonas campestris pv. vesicatoria with pepper host plants. J 
Bacteriol, 2005. 187(7): p. 2458-68. 
111. Rojas, C.M., J.H. Ham, L.M. Schechter, J.F. Kim, S.V. Beer, and A. Collmer, The 
Erwinia chrysanthemi EC16 hrp/hrc gene cluster encodes an active Hrp type III 
secretion system that is flanked by virulence genes functionally unrelated to the Hrp 
system. Mol Plant Microbe Interact, 2004. 17(6): p. 644-53. 
112. Mohr, T.J., H. Liu, S. Yan, C.E. Morris, J.A. Castillo, J. Jelenska, and B.A. Vinatzer, 
Naturally Occurring Nonpathogenic Isolates of the Plant Pathogen Pseudomonas 
syringae Lack a Type III Secretion System and Effector Gene Orthologues. J. 
Bacteriol., 2008. 190(8): p. 2858-2870. 
113. Chisholm, S.T., G. Coaker, B. Day, and B.J. Staskawicz, Host-Microbe Interactions: 
Shaping the Evolution of the Plant Immune Response. Cell, 2006. 124(4): p. 803-814. 
114. Coburn, B., I. Sekirov, and B.B. Finlay, Type III secretion systems and disease. Clin 
Microbiol Rev, 2007. 20(4): p. 535-49. 
115. Preston, G.M., Metropolitan Microbes: Type III Secretion in Multihost Symbionts. 
Cell Host & Microbe, 2007. 2(5): p. 291-294. 
116. Muller, S., M.F. Feldman, and G.R. Cornelis, The Type III secretion system of Gram-
negative bacteria: a potential therapeutic target? Expert Opin Ther Targets, 2001. 
5(3): p. 327-339. 
117. Potter, A.A., S. Klashinsky, Y. Li, E. Frey, H. Townsend, D. Rogan, G. Erickson, S. 
Hinkley, T. Klopfenstein, R.A. Moxley, D.R. Smith, and B.B. Finlay, Decreased 
shedding of Escherichia coli O157:H7 by cattle following vaccination with type III 
secreted proteins. Vaccine, 2004. 22(3-4): p. 362-9. 
118. Kauppi, A.M., R. Nordfelth, H. Uvell, H. Wolf-Watz, and M. Elofsson, Targeting 
bacterial virulence: inhibitors of type III secretion in Yersinia. Chem Biol, 2003. 
10(3): p. 241-9. 
119. Bailey, L., A. Gylfe, C. Sundin, S. Muschiol, M. Elofsson, P. Nordstrom, B. 
Henriques-Normark, R. Lugert, A. Waldenstrom, H. Wolf-Watz, and S. Bergstrom, 
238 
 
Small molecule inhibitors of type III secretion in Yersinia block the Chlamydia 
pneumoniae infection cycle. FEBS Lett, 2007. 581(4): p. 587-95. 
120. Muschiol, S., L. Bailey, A. Gylfe, C. Sundin, K. Hultenby, S. Bergstrom, M. Elofsson, 
H. Wolf-Watz, S. Normark, and B. Henriques-Normark, A small-molecule inhibitor of 
type III secretion inhibits different stages of the infectious cycle of Chlamydia 
trachomatis. Proc Natl Acad Sci U S A, 2006. 103(39): p. 14566-71. 
121. Gauthier, A., M.L. Robertson, M. Lowden, J.A. Ibarra, J.L. Puente, and B.B. Finlay, 
Transcriptional inhibitor of virulence factors in enteropathogenic Escherichia coli. 
Antimicrob Agents Chemother, 2005. 49(10): p. 4101-9. 
122. Hudson, D.L., A.N. Layton, T.R. Field, A.J. Bowen, H. Wolf-Watz, M. Elofsson, 
M.P. Stevens, and E.E. Galyov, Inhibition of type III secretion in Salmonella enterica 
serovar Typhimurium by small-molecule inhibitors. Antimicrob Agents Chemother, 
2007. 51(7): p. 2631-5. 
123. Chamekh, M., A. Phalipon, R. Quertainmont, I. Salmon, P. Sansonetti, and A. Allaoui, 
Delivery of Biologically Active Anti-Inflammatory Cytokines IL-10 and IL-1ra In Vivo 
by the Shigella Type III Secretion Apparatus. J Immunol, 2008. 180(6): p. 4292-4298. 
124. Tartz, S., H. Rüssmann, J. Kamanova, P. Sebo, A. Sturm, V. Heussler, B. Fleischer, 
and T. Jacobs, Complete protection against P. berghei malaria upon heterologous 
prime/boost immunization against circumsporozoite protein employing Salmonella 
type III secretion system and Bordetella adenylate cyclase toxoid. Vaccine, 2008. 
26(47): p. 5935-5943. 
125. Cornelis, G.R. and F. Van Gijsegem, Assembly and function of type III secretory 
systems. Annu Rev Microbiol, 2000. 54: p. 735-74. 
126. Upadhyay, A., C. Williams, A.C. Gill, D.L. Philippe, K. Davis, L.A. Taylor, M.P. 
Stevens, E.E. Galyov, and S. Bagby, Biophysical characterization of the catalytic 
domain of guanine nucleotide exchange factor BopE from Burkholderia pseudomallei. 
Biochimica et Biophysica Acta (BBA) - Proteins & Proteomics, 2004. 1698(1): p. 
111-119. 
127. Dean, P., M. Maresca, and B. Kenny, EPEC's weapons of mass subversion. Curr Opin 
Microbiol, 2005. 8(1): p. 28-34. 
128. Hachani, A., L. Biskri, G. Rossi, A. Marty, R. Menard, P. Sansonetti, C. Parsot, G.T. 
Van Nhieu, M.L. Bernardini, and A. Allaoui, IpgB1 and IpgB2, two homologous 
effectors secreted via the Mxi-Spa type III secretion apparatus, cooperate to mediate 
polarized cell invasion and inflammatory potential of Shigella flexenri. Microbes 
Infect, 2008. 10(3): p. 260-8. 
129. Monack, D.M. and J.A. Theriot, Actin-based motility is sufficient for bacterial 
membrane protrusion formation and host cell uptake. Cell Microbiol, 2001. 3(9): p. 
633-47. 
130. Makino, S., C. Sasakawa, K. Kamata, T. Kurata, and M. Yoshikawa, A genetic 
determinant required for continuous reinfection of adjacent cells on large plasmid in 
S. flexneri 2a. Cell, 1986. 46(4): p. 551-5. 
131. Sansonetti, P.J., J. Arondel, A. Fontaine, H. d'Hauteville, and M.L. Bernardini, OmpB 
(osmo-regulation) and icsA (cell-to-cell spread) mutants of Shigella flexneri: vaccine 
candidates and probes to study the pathogenesis of shigellosis. Vaccine, 1991. 9(6): p. 
416-22. 
132. Bernardini, M.L., J. Mounier, H. d'Hauteville, M. Coquis-Rondon, and P.J. Sansonetti, 
Identification of icsA, a plasmid locus of Shigella flexneri that governs bacterial intra- 
239 
 
and intercellular spread through interaction with F-actin. Proc Natl Acad Sci U S A, 
1989. 86(10): p. 3867-71. 
133. Hauf, N. and T. Chakraborty, Suppression of NF-kappa B activation and 
proinflammatory cytokine expression by Shiga toxin-producing Escherichia coli. J 
Immunol, 2003. 170(4): p. 2074-82. 
134. Ruchaud-Sparagano, M.H., M. Maresca, and B. Kenny, Enteropathogenic Escherichia 
coli (EPEC) inactivate innate immune responses prior to compromising epithelial 
barrier function. Cell Microbiol, 2007. 9(8): p. 1909-21. 
135. Cuzick, A., F.R. Stirling, S.L. Lindsay, and T.J. Evans, The type III pseudomonal 
exotoxin U activates the c-Jun NH2-terminal kinase pathway and increases human 
epithelial interleukin-8 production. Infect Immun, 2006. 74(7): p. 4104-13. 
136. Lupp, C., M.L. Robertson, M.E. Wickham, I. Sekirov, O.L. Champion, E.C. Gaynor, 
and B.B. Finlay, Host-mediated inflammation disrupts the intestinal microbiota and 
promotes the overgrowth of Enterobacteriaceae. Cell Host Microbe, 2007. 2(2): p. 
119-29. 
137. Jaffe, A.B. and A. Hall, Rho GTPases: biochemistry and biology. Annu Rev Cell Dev 
Biol, 2005. 21: p. 247-69. 
138. Etienne-Manneville, S., In vitro assay of primary astrocyte migration as a tool to 
study Rho GTPase function in cell polarization. Methods Enzymol, 2006. 406: p. 565-
78. 
139. Boquet, P., Small GTP binding proteins and bacterial virulence. Microbes Infect, 
2000. 2(7): p. 837-43. 
140. Finlay, B.B., Bacterial virulence strategies that utilize Rho GTPases. Curr Top 
Microbiol Immunol, 2005. 291: p. 1-10. 
141. Liu, Y., E.G. Shepherd, and L.D. Nelin, MAPK phosphatases [mdash] regulating the 
immune response. Nat Rev Immunol, 2007. 7(3): p. 202-212. 
142. Caron, E., V.F. Crepin, N. Simpson, S. Knutton, J. Garmendia, and G. Frankel, 
Subversion of actin dynamics by EPEC and EHEC. Curr Opin Microbiol, 2006. 9(1): 
p. 40-5. 
143. Liverman, A.D., H.C. Cheng, J.E. Trosky, D.W. Leung, M.L. Yarbrough, D.L. 
Burdette, M.K. Rosen, and K. Orth, Arp2/3-independent assembly of actin by Vibrio 
type III effector VopL. Proc Natl Acad Sci U S A, 2007. 104(43): p. 17117-22. 
144. Deng, W., B.A. Vallance, Y. Li, J.L. Puente, and B.B. Finlay, Citrobacter rodentium 
translocated intimin receptor (Tir) is an essential virulence factor needed for actin 
condensation, intestinal colonization and colonic hyperplasia in mice. Mol Microbiol, 
2003. 48(1): p. 95-115. 
145. Liverman, A.D.B., H.-C. Cheng, J.E. Trosky, D.W. Leung, M.L. Yarbrough, D.L. 
Burdette, M.K. Rosen, and K. Orth, Arp2/3-independent assembly of actin by Vibrio 
type III effector VopL. Proceedings of the National Academy of Sciences, 2007. 
104(43): p. 17117-17122. 
146. Germane, K.L., R. Ohi, M.B. Goldberg, and B.W. Spiller, Structural and Functional 
Studies Indicate That Shigella VirA Is Not a Protease and Does Not Directly 
Destabilize Microtubules. Biochemistry, 2008. 47(39): p. 10241-10243. 
147. Yoshida, S., Y. Handa, T. Suzuki, M. Ogawa, M. Suzuki, A. Tamai, A. Abe, E. 
Katayama, and C. Sasakawa, Microtubule-severing activity of Shigella is pivotal for 
intercellular spreading. Science, 2006. 314(5801): p. 985-9. 
148. Patel, J.C. and J.E. Galan, Differential activation and function of Rho GTPases during 
Salmonella-host cell interactions. J. Cell Biol., 2006. 175(3): p. 453-463. 
240 
 
149. Boyle, E.C., N.F. Brown, and B.B. Finlay, Salmonella enterica serovar Typhimurium 
effectors SopB, SopE, SopE2 and SipA disrupt tight junction structure and function. 
Cell Microbiol, 2006. 8(12): p. 1946-57. 
150. Samba-Louaka, A., J.P. Nougayrede, C. Watrin, G. Jubelin, E. Oswald, and F. Taieb, 
Bacterial cyclomodulin Cif blocks the host cell cycle by stabilizing the cyclin-
dependent kinase inhibitors p21 and p27. Cell Microbiol, 2008. 10(12): p. 2496-508. 
151. Marches, O., T.N. Ledger, M. Boury, M. Ohara, X. Tu, F. Goffaux, J. Mainil, I. 
Rosenshine, M. Sugai, J. De Rycke, and E. Oswald, Enteropathogenic and 
enterohaemorrhagic Escherichia coli deliver a novel effector called Cif, which blocks 
cell cycle G2/M transition. Mol Microbiol, 2003. 50(5): p. 1553-67. 
152. Panagiotis Papatheodorou, G. Cyna, D. ska, M. Öxle, J. Mathieu, O. Selchow, B. 
Kenny, and J. Rassow, The enteropathogenic Escherichia coli (EPEC) Map effector is 
imported into the mitochondrial matrix by the TOM/Hsp70 system and alters 
organelle morphology. Cellular Microbiology, 2006. 8(4): p. 677-689. 
153. Kenny, B. and M. Jepson, Targeting of an enteropathogenic Escherichia coli (EPEC) 
effector protein to host mitochondria. Cell Microbiol, 2000. 2(6): p. 579-90. 
154. Ma, C., M.E. Wickham, J.A. Guttman, W. Deng, J. Walker, K.L. Madsen, K. 
Jacobson, B. Finlay, and B.A. Vallance, Citrobacter rodentium infection causes both 
mitochondrial dysfunction and intestinal epithelial barrier disruption in vivo: role of 
mitochondrial associated protein (Map). Cellular Microbiology, 2006. 8(10): p. 1669-
1686. 
155. Rytkonen, A., J. Poh, J. Garmendia, C. Boyle, A. Thompson, M. Liu, P. Freemont, 
J.C. Hinton, and D.W. Holden, SseL, a Salmonella deubiquitinase required for 
macrophage killing and virulence. Proc Natl Acad Sci U S A, 2007. 104(9): p. 3502-7. 
156. Rohde, J.R., A. Breitkreutz, A. Chenal, P.J. Sansonetti, and C. Parsot, Type III 
secretion effectors of the IpaH family are E3 ubiquitin ligases. Cell Host Microbe, 
2007. 1(1): p. 77-83. 
157. Lesser, C.F. and S.I. Miller, Expression of microbial virulence proteins in 
Saccharomyces cerevisiae models mammalian infection. Embo J, 2001. 20(8): p. 
1840-9. 
158. Von Pawel-Rammingen, U., M.V. Telepnev, G. Schmidt, K. Aktories, H. Wolf-Watz, 
and R. Rosqvist, GAP activity of the Yersinia YopE cytotoxin specifically targets the 
Rho pathway: a mechanism for disruption of actin microfilament structure. Mol 
Microbiol, 2000. 36(3): p. 737-48. 
159. Alto, N.M., F. Shao, C.S. Lazar, R.L. Brost, G. Chua, S. Mattoo, S.A. McMahon, P. 
Ghosh, T.R. Hughes, C. Boone, and J.E. Dixon, Identification of a bacterial type III 
effector family with G protein mimicry functions. Cell, 2006. 124(1): p. 133-45. 
160. Rodriguez-Pachon, J.M., H. Martin, G. North, R. Rotger, C. Nombela, and M. Molina, 
A novel connection between the yeast Cdc42 GTPase and the Slt2-mediated cell 
integrity pathway identified through the effect of secreted Salmonella GTPase 
modulators. J Biol Chem, 2002. 277(30): p. 27094-102. 
161. Yoon, S., Z. Liu, Y. Eyobo, and K. Orth, Yersinia effector YopJ inhibits yeast MAPK 
signaling pathways by an evolutionarily conserved mechanism. J Biol Chem, 2003. 
278(4): p. 2131-5. 
162. Trosky, J.E., S. Mukherjee, D.L. Burdette, M. Roberts, L. McCarter, R.M. Siegel, and 
K. Orth, Inhibition of MAPK signaling pathways by VopA from Vibrio 
parahaemolyticus. J Biol Chem, 2004. 279(50): p. 51953-7. 
241 
 
163. Kramer, R.W., N.L. Slagowski, N.A. Eze, K.S. Giddings, M.F. Morrison, K.A. 
Siggers, M.N. Starnbach, and C.F. Lesser, Yeast functional genomic screens lead to 
identification of a role for a bacterial effector in innate immunity regulation. PLoS 
Pathog, 2007. 3(2): p. e21. 
164. Engel, J. and P. Balachandran, Role of Pseudomonas aeruginosa type III effectors in 
disease. Current Opinion in Microbiology, 2009. 12(1): p. 61-66. 
165. Roppenser, B., A. Roder, M. Hentschke, K. Ruckdeschel, and M. Aepfelbacher, 
Yersinia enterocolitica differentially modulates RhoG activity in host cells. J Cell Sci, 
2009. 122(5): p. 696-705. 
166. Hao, Y.H., Y. Wang, D. Burdette, S. Mukherjee, G. Keitany, E. Goldsmith, and K. 
Orth, Structural requirements for Yersinia YopJ inhibition of MAP kinase pathways. 
PLoS ONE, 2008. 3(1): p. e1375. 
167. Mittal, R., S.Y. Peak-Chew, and H.T. McMahon, Acetylation of MEK2 and I kappa B 
kinase (IKK) activation loop residues by YopJ inhibits signaling. Proc Natl Acad Sci 
U S A, 2006. 103(49): p. 18574-9. 
168. Arbibe, L., D.W. Kim, E. Batsche, T. Pedron, B. Mateescu, C. Muchardt, C. Parsot, 
and P.J. Sansonetti, An injected bacterial effector targets chromatin access for 
transcription factor NF-kappaB to alter transcription of host genes involved in 
immune responses. Nat Immunol, 2007. 8(1): p. 47-56. 
169. Shafikhani, S.H. and J. Engel, Pseudomonas aeruginosa type III-secreted toxin ExoT 
inhibits host-cell division by targeting cytokinesis at multiple steps. Proc Natl Acad 
Sci U S A, 2006. 103(42): p. 15605-10. 
170. Van Engelenburg, S.B. and A.E. Palmer, Quantification of real-time Salmonella 
effector type III secretion kinetics reveals differential secretion rates for SopE2 and 
SptP. Chem Biol, 2008. 15(6): p. 619-28. 
171. Stevens, M.P., J.M. Stevens, R.L. Jeng, L.A. Taylor, M.W. Wood, P. Hawes, P. 
Monaghan, M.D. Welch, and E.E. Galyov, Identification of a bacterial factor required 
for actin-based motility of Burkholderia pseudomallei. Mol Microbiol, 2005. 56(1): p. 
40-53. 
172. Quitard, S., P. Dean, M. Maresca, and B. Kenny, The enteropathogenic Escherichia 
coli EspF effector molecule inhibits PI-3 kinase-mediated uptake independently of 
mitochondrial targeting. Cell Microbiol, 2006. 8(6): p. 972-81. 
173. Marches.O., F.G., EspF of Enteropathogenic Escherichia coli Binds Nexin 9. Journal 
of bacteriology, 2006. 188(8): p. 3110-3115. 
174. Dean, P. and B. Kenny, Intestinal barrier dysfunction by enteropathogenic 
Escherichia coli is mediated by two effector molecules and a bacterial surface protein. 
Mol Microbiol, 2004. 54(3): p. 665-75. 
175. Ma, W., F.F. Dong, J. Stavrinides, and D.S. Guttman, Type III effector diversification 
via both pathoadaptation and horizontal transfer in response to a coevolutionary arms 
race. PLoS Genet, 2006. 2(12): p. e209. 
176. Deng, W.L., A.H. Rehm, A.O. Charkowski, C.M. Rojas, and A. Collmer, 
Pseudomonas syringae exchangeable effector loci: sequence diversity in 
representative pathovars and virulence function in P. syringae pv. syringae B728a. J 
Bacteriol, 2003. 185(8): p. 2592-602. 
177. Bleasdale, B., P.J. Lott, A. Jagannathan, M.P. Stevens, R.J. Birtles, and P. Wigley, 
The Salmonella Pathogenicity Island 2-Encoded Type III Secretion System Is Essential 
for the Survival of Salmonella enterica Serovar Typhimurium in Free-Living 
Amoebae. Appl. Environ. Microbiol., 2009. 75(6): p. 1793-1795. 
242 
 
178. Rossier, O., J. Dao, and N.P. Cianciotto, A type II secreted RNase of Legionella 
pneumophila facilitates optimal intracellular infection of Hartmannella vermiformis. 
Microbiology, 2009. 155(Pt 3): p. 882-90. 
179. Souhaila Al-Khodor, C.T. Price, F. Habyarimana, A. Kalia, and Y.A. Kwaik, A 
Dot/Icm-translocated ankyrin protein of Legionella pneumophila is required for 
intracellular proliferation within human macrophages and protozoa. Molecular 
Microbiology, 2008. 70(4): p. 908-923. 
180. Patel, J.C., O.W. Rossanese, and J.E. Galán, The functional interface between 
Salmonella and its host cell: opportunities for therapeutic intervention. Trends in 
Pharmacological Sciences, 2005. 26(11): p. 564-570. 
181. Husseiny, M.I., F. Wartha, and M. Hensel, Recombinant vaccines based on 
translocated effector proteins of Salmonella Pathogenicity Island 2. Vaccine, 2007. 
25(1): p. 185-193. 
182. Haque, A., K. Chu, A. Easton, M.P. Stevens, E.E. Galyov, T. Atkins, R. Titball, and 
G.J. Bancroft, A Live Experimental Vaccine against Burkholderia pseudomallei Elicits 
CD4+ T Cell Mediated Immunity, Priming T Cells Specific for 2 Type III Secretion 
System Proteins. The Journal of Infectious Diseases, 2006. 194(9): p. 1241-1248. 
183. Falgarone, G., H.S. Blanchard, F. Virecoulon, M. Simonet, and M. Breban, 
Coordinate involvement of invasin and Yop proteins in a Yersinia pseudotuberculosis-
specific class I-restricted cytotoxic T cell-mediated response. J Immunol, 1999. 
162(5): p. 2875-83. 
184. Navarro, L., A. Koller, R. Nordfelth, H. Wolf-Watz, S. Taylor, and J.E. Dixon, 
Identification of a molecular target for the Yersinia protein kinase A. Mol Cell, 2007. 
26(4): p. 465-77. 
185. Carlier, M.F., S. Wiesner, C. Le Clainche, and D. Pantaloni, Actin-based motility as a 
self-organized system: mechanism and reconstitution in vitro. C R Biol, 2003. 326(2): 
p. 161-70. 
186. Stevens, J.M., E.E. Galyov, and M.P. Stevens, Actin-dependent movement of bacterial 
pathogens. Nat Rev Micro, 2006. 4(2): p. 91-101. 
187. Singer, A.U., J.R. Rohde, R. Lam, T. Skarina, O. Kagan, R. Dileo, N.Y. Chirgadze, 
M.E. Cuff, A. Joachimiak, M. Tyers, P.J. Sansonetti, C. Parsot, and A. Savchenko, 
Structure of the Shigella T3SS effector IpaH defines a new class of E3 ubiquitin 
ligases. Nat Struct Mol Biol, 2008. 15(12): p. 1293-301. 
188. Zhu, Y., H. Li, L. Hu, J. Wang, Y. Zhou, Z. Pang, L. Liu, and F. Shao, Structure of a 
Shigella effector reveals a new class of ubiquitin ligases. Nat Struct Mol Biol, 2008. 
15(12): p. 1302-8. 
189. Tzipori, S., I.K. Wachsmuth, C. Chapman, R. Birden, J. Brittingham, C. Jackson, and 
J. Hogg, The pathogenesis of hemorrhagic colitis caused by Escherichia coli O157:H7 
in gnotobiotic piglets. J Infect Dis, 1986. 154(4): p. 712-6. 
190. Ulshen, M.H. and J.L. Rollo, Pathogenesis of escherichia coli gastroenteritis in man--
another mechanism. N Engl J Med, 1980. 302(2): p. 99-101. 
191. Knutton, S., D.R. Lloyd, and A.S. McNeish, Adhesion of enteropathogenic 
Escherichia coli to human intestinal enterocytes and cultured human intestinal 
mucosa. Infect Immun, 1987. 55(1): p. 69-77. 
192. Knutton, S., R. Shaw, A.S. McNeish, A. Philips, E. Price, and P. Watson, Diagnosis of 
enteropathogenic Escherichia coli. Lancet, 1989. 2(8656): p. 218. 
243 
 
193. Jerse, A.E., J. Yu, B.D. Tall, and J.B. Kaper, A genetic locus of enteropathogenic 
Escherichia coli necessary for the production of attaching and effacing lesions on 
tissue culture cells. Proc Natl Acad Sci U S A, 1990. 87(20): p. 7839-43. 
194. Yu, J. and J.B. Kaper, Cloning and characterization of the eae gene of 
enterohaemorrhagic Escherichia coli O157:H7. Mol Microbiol, 1992. 6(3): p. 411-7. 
195. McDaniel, T.K., K.G. Jarvis, M.S. Donnenberg, and J.B. Kaper, A genetic locus of 
enterocyte effacement conserved among diverse enterobacterial pathogens. Proc Natl 
Acad Sci U S A, 1995. 92(5): p. 1664-8. 
196. Deng, W., J.L. Puente, S. Gruenheid, Y. Li, B.A. Vallance, A. Vazquez, J. Barba, J.A. 
Ibarra, P. O'Donnell, P. Metalnikov, K. Ashman, S. Lee, D. Goode, T. Pawson, and 
B.B. Finlay, Dissecting virulence: systematic and functional analyses of a 
pathogenicity island. Proc Natl Acad Sci U S A, 2004. 101(10): p. 3597-602. 
197. Naylor, S.W., A.J. Roe, P. Nart, K. Spears, D.G. Smith, J.C. Low, and D.L. Gally, 
Escherichia coli O157 : H7 forms attaching and effacing lesions at the terminal 
rectum of cattle and colonization requires the LEE4 operon. Microbiology, 2005. 
151(Pt 8): p. 2773-81. 
198. van Diemen, P.M., F. Dziva, M.P. Stevens, and T.S. Wallis, Identification of 
enterohemorrhagic Escherichia coli O26:H- genes required for intestinal colonization 
in calves. Infect Immun, 2005. 73(3): p. 1735-43. 
199. Shea, J.E., M. Hensel, C. Gleeson, and D.W. Holden, Identification of a virulence 
locus encoding a second type III secretion system in Salmonella typhimurium. Proc 
Natl Acad Sci U S A, 1996. 93(6): p. 2593-7. 
200. Hacker, J. and J.B. Kaper, Pathogenicity islands and the evolution of microbes. Annu 
Rev Microbiol, 2000. 54: p. 641-79. 
201. Gal-Mor, O. and B.B. Finlay, Pathogenicity islands: a molecular toolbox for bacterial 
virulence. Cell Microbiol, 2006. 8(11): p. 1707-19. 
202. Elliott, S.J., L.A. Wainwright, T.K. McDaniel, K.G. Jarvis, Y.K. Deng, L.C. Lai, B.P. 
McNamara, M.S. Donnenberg, and J.B. Kaper, The complete sequence of the locus of 
enterocyte effacement (LEE) from enteropathogenic Escherichia coli E2348/69. Mol 
Microbiol, 1998. 28(1): p. 1-4. 
203. Perna, N.T., G.F. Mayhew, G. Posfai, S. Elliott, M.S. Donnenberg, J.B. Kaper, and 
F.R. Blattner, Molecular evolution of a pathogenicity island from enterohemorrhagic 
Escherichia coli O157:H7. Infect Immun, 1998. 66(8): p. 3810-7. 
204. Bertin, Y., K. Boukhors, V. Livrelli, and C. Martin, Localization of the insertion site 
and pathotype determination of the locus of enterocyte effacement of shiga toxin-
producing Escherichia coli strains. Appl Environ Microbiol, 2004. 70(1): p. 61-8. 
205. Jores, J., L. Rumer, and L.H. Wieler, Impact of the locus of enterocyte effacement 
pathogenicity island on the evolution of pathogenic Escherichia coli. Int J Med 
Microbiol, 2004. 294(2-3): p. 103-13. 
206. Rumer, L., J. Jores, P. Kirsch, Y. Cavignac, K. Zehmke, and L.H. Wieler, 
Dissemination of pheU- and pheV-located genomic islands among enteropathogenic 
(EPEC) and enterohemorrhagic (EHEC) E. coli and their possible role in the 
horizontal transfer of the locus of enterocyte effacement (LEE). Int J Med Microbiol, 
2003. 292(7-8): p. 463-75. 
207. Tauschek, M., R.A. Strugnell, and R.M. Robins-Browne, Characterization and 
evidence of mobilization of the LEE pathogenicity island of rabbit-specific strains of 
enteropathogenic Escherichia coli. Mol Microbiol, 2002. 44(6): p. 1533-50. 
244 
 
208. Deng, W., Y. Li, B.A. Vallance, and B.B. Finlay, Locus of enterocyte effacement from 
Citrobacter rodentium: sequence analysis and evidence for horizontal transfer among 
attaching and effacing pathogens. Infect Immun, 2001. 69(10): p. 6323-35. 
209. Juhas, M., J. Meer, M. Gaillard, R.M. Harding, D.W. Hood, and D.W. Crook, 
Genomic islands: tools of bacterial horizontal gene transfer and evolution. FEMS 
Microbiology Reviews, 2009. 33(2): p. 376-393. 
210. Pelludat, C., M. Hogardt, and J. Heesemann, Transfer of the core region genes of the 
Yersinia enterocolitica WA-C serotype O:8 high-pathogenicity island to Y. 
enterocolitica MRS40, a strain with low levels of pathogenicity, confers a 
yersiniabactin biosynthesis phenotype and enhanced mouse virulence. Infect Immun, 
2002. 70(4): p. 1832-41. 
211. McDaniel, T.K. and J.B. Kaper, A cloned pathogenicity island from enteropathogenic 
Escherichia coli confers the attaching and effacing phenotype on E. coli K-12. Mol 
Microbiol, 1997. 23(2): p. 399-407. 
212. Pallen, M.J., S.A. Beatson, and C.M. Bailey, Bioinformatics, genomics and evolution 
of non-flagellar type-III secretion systems: a Darwinian perspective. FEMS Microbiol 
Rev, 2005. 29(2): p. 201-29. 
213. Ren, C.P., R.R. Chaudhuri, A. Fivian, C.M. Bailey, M. Antonio, W.M. Barnes, and 
M.J. Pallen, The ETT2 gene cluster, encoding a second type III secretion system from 
Escherichia coli, is present in the majority of strains but has undergone widespread 
mutational attrition. J Bacteriol, 2004. 186(11): p. 3547-60. 
214. Clarke, S.C., R.D. Haigh, P.P. Freestone, and P.H. Williams, Virulence of 
enteropathogenic Escherichia coli, a global pathogen. Clin Microbiol Rev, 2003. 
16(3): p. 365-78. 
215. Frankel, G., A.D. Phillips, I. Rosenshine, G. Dougan, J.B. Kaper, and S. Knutton, 
Enteropathogenic and enterohaemorrhagic Escherichia coli: more subversive 
elements. Mol Microbiol, 1998. 30(5): p. 911-21. 
216. Daniell, S.J., N. Takahashi, R. Wilson, D. Friedberg, I. Rosenshine, F.P. Booy, R.K. 
Shaw, S. Knutton, G. Frankel, and S. Aizawa, The filamentous type III secretion 
translocon of enteropathogenic Escherichia coli. Cell Microbiol, 2001. 3(12): p. 865-
71. 
217. Ebel, F., T. Podzadel, M. Rohde, A.U. Kresse, S. Kramer, C. Deibel, C.A. Guzman, 
and T. Chakraborty, Initial binding of Shiga toxin-producing Escherichia coli to host 
cells and subsequent induction of actin rearrangements depend on filamentous EspA-
containing surface appendages. Mol Microbiol, 1998. 30(1): p. 147-61. 
218. Knutton, S., I. Rosenshine, M.J. Pallen, I. Nisan, B.C. Neves, C. Bain, C. Wolff, G. 
Dougan, and G. Frankel, A novel EspA-associated surface organelle of 
enteropathogenic Escherichia coli involved in protein translocation into epithelial 
cells. Embo J, 1998. 17(8): p. 2166-76. 
219. Kresse, A.U., K. Schulze, C. Deibel, F. Ebel, M. Rohde, T. Chakraborty, and C.A. 
Guzman, Pas, a novel protein required for protein secretion and attaching and 
effacing activities of enterohemorrhagic Escherichia coli. J Bacteriol, 1998. 180(17): 
p. 4370-9. 
220. Crepin, V.F., E. Martinez, R.K. Shaw, G. Frankel, and S.J. Daniell, Structural and 
functional properties of chimeric EspA-FliCi filaments of EPEC. J Mol Biol, 2008. 
378(1): p. 243-50. 
221. Neves, B.C., S. Knutton, L.R. Trabulsi, V. Sperandio, J.B. Kaper, G. Dougan, and G. 
Frankel, Molecular and ultrastructural characterisation of EspA from different 
245 
 
enteropathogenic Escherichia coli serotypes. FEMS Microbiol Lett, 1998. 169(1): p. 
73-80. 
222. Dziva, F., I. Vlisidou, V.F. Crepin, T.S. Wallis, G. Frankel, and M.P. Stevens, 
Vaccination of calves with EspA, a key colonisation factor of Escherichia coli 
O157:H7, induces antigen-specific humoral responses but does not confer protection 
against intestinal colonisation. Vet Microbiol, 2007. 123(1-3): p. 254-61. 
223. Ide, T., S. Laarmann, L. Greune, H. Schillers, H. Oberleithner, and M.A. Schmidt, 
Characterization of translocation pores inserted into plasma membranes by type III-
secreted Esp proteins of enteropathogenic Escherichia coli. Cell Microbiol, 2001. 
3(10): p. 669-79. 
224. Wainwright, L.A. and J.B. Kaper, EspB and EspD require a specific chaperone for 
proper secretion from enteropathogenic Escherichia coli. Mol Microbiol, 1998. 27(6): 
p. 1247-60. 
225. Akeda, Y. and J.E. Galan, Chaperone release and unfolding of substrates in type III 
secretion. Nature, 2005. 437(7060): p. 911-5. 
226. Yip, C.K., B.B. Finlay, and N.C. Strynadka, Structural characterization of a type III 
secretion system filament protein in complex with its chaperone. Nat Struct Mol Biol, 
2005. 12(1): p. 75-81. 
227. Feldman, M.F. and G.R. Cornelis, The multitalented type III chaperones: all you can 
do with 15 kDa. FEMS Microbiol Lett, 2003. 219(2): p. 151-8. 
228. Birtalan, S.C., R.M. Phillips, and P. Ghosh, Three-dimensional secretion signals in 
chaperone-effector complexes of bacterial pathogens. Mol Cell, 2002. 9(5): p. 971-80. 
229. Elliott, S.J., C.B. O'Connell, A. Koutsouris, C. Brinkley, M.S. Donnenberg, G. Hecht, 
and J.B. Kaper, A Gene from the Locus of Enterocyte Effacement That Is Required for 
Enteropathogenic Escherichia coli To Increase Tight-Junction Permeability Encodes 
a Chaperone for EspF. Infect. Immun., 2002. 70(5): p. 2271-2277. 
230. Mills, E., K. Baruch, X. Charpentier, S. Kobi, and I. Rosenshine, Real-Time Analysis 
of Effector Translocation by the Type III Secretion System of Enteropathogenic 
Escherichia coli. Cell Host & Microbe, 2008. 3(2): p. 104-113. 
231. Parsot, C., C. Hamiaux, and A.L. Page, The various and varying roles of specific 
chaperones in type III secretion systems. Curr Opin Microbiol, 2003. 6(1): p. 7-14. 
232. Pallen, M.J., M.S. Francis, and K. Futterer, Tetratricopeptide-like repeats in type-III-
secretion chaperones and regulators. FEMS Microbiol Lett, 2003. 223(1): p. 53-60. 
233. Neves, B.C., R. Mundy, L. Petrovska, G. Dougan, S. Knutton, and G. Frankel, CesD2 
of enteropathogenic Escherichia coli is a second chaperone for the type III secretion 
translocator protein EspD. Infect Immun, 2003. 71(4): p. 2130-41. 
234. Su, M.S., H.C. Kao, C.N. Lin, and W.J. Syu, Gene l0017 encodes a second chaperone 
for EspA of enterohaemorrhagic Escherichia coli O157 : H7. Microbiology, 2008. 
154(Pt 4): p. 1094-103. 
235. Bearson, B.L., I.S. Lee, and T.A. Casey, Escherichia coli O157 : H7 glutamate- and 
arginine-dependent acid-resistance systems protect against oxidative stress during 
extreme acid challenge. Microbiology, 2009. 155(Pt 3): p. 805-12. 
236. Anand, S.K. and M.W. Griffiths, Quorum sensing and expression of virulence in 
Escherichia coli O157:H7. Int J Food Microbiol, 2003. 85(1-2): p. 1-9. 
237. Ebanks, R.O., L.C. Knickle, M. Goguen, J.M. Boyd, D.M. Pinto, M. Reith, and N.W. 
Ross, Expression of and secretion through the Aeromonas salmonicida type III 
secretion system. Microbiology, 2006. 152(Pt 5): p. 1275-86. 
246 
 
238. Medellin-Pena, M.J., H. Wang, R. Johnson, S. Anand, and M.W. Griffiths, Probiotics 
affect virulence-related gene expression in Escherichia coli O157:H7. Appl Environ 
Microbiol, 2007. 73(13): p. 4259-67. 
239. Mellies, J.L., S.J. Elliott, V. Sperandio, M.S. Donnenberg, and J.B. Kaper, The Per 
regulon of enteropathogenic Escherichia coli : identification of a regulatory cascade 
and a novel transcriptional activator, the locus of enterocyte effacement (LEE)-
encoded regulator (Ler). Mol Microbiol, 1999. 33(2): p. 296-306. 
240. Lodato P.B., and J.B. Kaper, Post-transcriptional processing of the LEE4 operon in 
enterohaemorrhagic Escherichia coli. Molecular Microbiology, 2009. 71(2): p. 273-
290. 
241. Kailasan Vanaja, S., T.M. Bergholz, and T.S. Whittam, Characterization of the 
Escherichia coli O157:H7 Sakai GadE Regulon. J. Bacteriol., 2009. 191(6): p. 1868-
1877. 
242. Nakanishi, N., K. Tashiro, S. Kuhara, T. Hayashi, N. Sugimoto, and T. Tobe, 
Regulation of virulence by butyrate sensing in enterohaemorrhagic Escherichia coli. 
Microbiology, 2009. 155(2): p. 521-530. 
243. Tobe, T., H. Ando, H. Ishikawa, H. Abe, K. Tashiro, T. Hayashi, S. Kuhara, and N. 
Sugimoto, Dual regulatory pathways integrating the RcsC-RcsD-RcsB signalling 
system control enterohaemorrhagic Escherichia coli pathogenicity. Mol Microbiol, 
2005. 58(1): p. 320-33. 
244. Laaberki, M.H., N. Janabi, E. Oswald, and F. Repoila, Concert of regulators to switch 
on LEE expression in enterohemorrhagic Escherichia coli O157:H7: interplay 
between Ler, GrlA, HNS and RpoS. Int J Med Microbiol, 2006. 296(4-5): p. 197-210. 
245. Nakanishi, N., H. Abe, Y. Ogura, T. Hayashi, K. Tashiro, S. Kuhara, N. Sugimoto, 
and T. Tobe, ppGpp with DksA controls gene expression in the locus of enterocyte 
effacement (LEE) pathogenicity island of enterohaemorrhagic Escherichia coli 
through activation of two virulence regulatory genes. Mol Microbiol, 2006. 61(1): p. 
194-205. 
246. Iyoda, S. and H. Watanabe, Positive effects of multiple pch genes on expression of the 
locus of enterocyte effacement genes and adherence of enterohaemorrhagic 
Escherichia coli O157 : H7 to HEp-2 cells. Microbiology, 2004. 150(Pt 7): p. 2357-
571. 
247. Bustamante, V.H., F.J. Santana, E. Calva, and J.L. Puente, Transcriptional regulation 
of type III secretion genes in enteropathogenic Escherichia coli: Ler antagonizes H-
NS-dependent repression. Mol Microbiol, 2001. 39(3): p. 664-78. 
248. Russell, R.M., F.C. Sharp, D.A. Rasko, and V. Sperandio, QseA and GrlR/GrlA 
regulation of the locus of enterocyte effacement genes in enterohemorrhagic 
Escherichia coli. J Bacteriol, 2007. 189(14): p. 5387-92. 
249. Elliott, S.J., V. Sperandio, J.A. Giron, S. Shin, J.L. Mellies, L. Wainwright, S.W. 
Hutcheson, T.K. McDaniel, and J.B. Kaper, The locus of enterocyte effacement (LEE)-
encoded regulator controls expression of both LEE- and non-LEE-encoded virulence 
factors in enteropathogenic and enterohemorrhagic Escherichia coli. Infect Immun, 
2000. 68(11): p. 6115-26. 
250. Saitoh, T., S. Iyoda, S. Yamamoto, Y. Lu, K. Shimuta, M. Ohnishi, J. Terajima, and 
H. Watanabe, Transcription of the ehx enterohemolysin gene is positively regulated by 
GrlA, a global regulator encoded within the locus of enterocyte effacement in 
enterohemorrhagic Escherichia coli. J Bacteriol, 2008. 190(14): p. 4822-30. 
247 
 
251. Iyoda, S., N. Koizumi, H. Satou, Y. Lu, T. Saitoh, M. Ohnishi, and H. Watanabe, The 
GrlR-GrlA regulatory system coordinately controls the expression of flagellar and 
LEE-encoded type III protein secretion systems in enterohemorrhagic Escherichia 
coli. J Bacteriol, 2006. 188(16): p. 5682-92. 
252. McNamara, B.P. and M.S. Donnenberg, A novel proline-rich protein, EspF, is 
secreted from enteropathogenic Escherichia coli via the type III export pathway. 
FEMS Microbiol Lett, 1998. 166(1): p. 71-8. 
253. Elliott, S.J., E.O. Krejany, J.L. Mellies, R.M. Robins-Browne, C. Sasakawa, and J.B. 
Kaper, EspG, a novel type III system-secreted protein from enteropathogenic 
Escherichia coli with similarities to VirA of Shigella flexneri. Infect Immun, 2001. 
69(6): p. 4027-33. 
254. Tu, X., I. Nisan, C. Yona, E. Hanski, and I. Rosenshine, EspH, a new cytoskeleton-
modulating effector of enterohaemorrhagic and enteropathogenic Escherichia coli. 
Mol Microbiol, 2003. 47(3): p. 595-606. 
255. Kanack, K.J., J.A. Crawford, I. Tatsuno, M.A. Karmali, and J.B. Kaper, SepZ/EspZ is 
secreted and translocated into HeLa cells by the enteropathogenic Escherichia coli 
type III secretion system. Infect Immun, 2005. 73(7): p. 4327-37. 
256. Chiu, H.J. and W.J. Syu, Functional analysis of EspB from enterohaemorrhagic 
Escherichia coli. Microbiology, 2005. 151(Pt 10): p. 3277-86. 
257. Vlisidou, I., F. Dziva, R.M. La Ragione, A. Best, J. Garmendia, P. Hawes, P. 
Monaghan, S.A. Cawthraw, G. Frankel, M.J. Woodward, and M.P. Stevens, Role of 
intimin-tir interactions and the tir-cytoskeleton coupling protein in the colonization of 
calves and lambs by Escherichia coli O157:H7. Infect Immun, 2006. 74(1): p. 758-64. 
258. Girard, F., F. Dziva, P. van Diemen, A.D. Phillips, M.P. Stevens, and G. Frankel, 
Adherence of enterohemorrhagic Escherichia coli O157, O26, and O111 strains to 
bovine intestinal explants ex vivo. Appl Environ Microbiol, 2007. 73(9): p. 3084-90. 
259. Cantarelli, V.V., A. Takahashi, I. Yanagihara, Y. Akeda, K. Imura, T. Kodama, G. 
Kono, Y. Sato, T. Iida, and T. Honda, Cortactin is necessary for F-actin accumulation 
in pedestal structures induced by enteropathogenic Escherichia coli infection. Infect 
Immun, 2002. 70(4): p. 2206-9. 
260. Cantarelli, V.V., T. Kodama, N. Nijstad, S.K. Abolghait, S. Nada, M. Okada, T. Iida, 
and T. Honda, Tyrosine phosphorylation controls cortactin binding to two 
enterohaemorrhagic Escherichia coli effectors: Tir and EspFu/TccP. Cell Microbiol, 
2007. 9(7): p. 1782-95. 
261. Gruenheid, S., R. DeVinney, F. Bladt, D. Goosney, S. Gelkop, G.D. Gish, T. Pawson, 
and B.B. Finlay, Enteropathogenic E. coli Tir binds Nck to initiate actin pedestal 
formation in host cells. Nat Cell Biol, 2001. 3(9): p. 856-9. 
262. Campellone, K.G., A. Giese, D.J. Tipper, and J.M. Leong, A tyrosine-phosphorylated 
12-amino-acid sequence of enteropathogenic Escherichia coli Tir binds the host 
adaptor protein Nck and is required for Nck localization to actin pedestals. Mol 
Microbiol, 2002. 43(5): p. 1227-41. 
263. Ogura, Y., T. Ooka, A. Whale, J. Garmendia, L. Beutin, S. Tennant, G. Krause, S. 
Morabito, I. Chinen, T. Tobe, H. Abe, R. Tozzoli, A. Caprioli, M. Rivas, R. Robins-
Browne, T. Hayashi, and G. Frankel, TccP2 of O157:H7 and non-O157 
enterohemorrhagic Escherichia coli (EHEC): challenging the dogma of EHEC-
induced actin polymerization. Infect Immun, 2007. 75(2): p. 604-12. 
264. Simpson, N., R. Shaw, V.F. Crepin, R. Mundy, A.J. FitzGerald, N. Cummings, A. 
Straatman-Iwanowska, I. Connerton, S. Knutton, and G. Frankel, The 
248 
 
enteropathogenic Escherichia coli type III secretion system effector Map binds 
EBP50/NHERF1: implication for cell signalling and diarrhoea. Mol Microbiol, 2006. 
60(2): p. 349-63. 
265. McNamara, B.P., A. Koutsouris, C.B. O'Connell, J.P. Nougayrede, M.S. Donnenberg, 
and G. Hecht, Translocated EspF protein from enteropathogenic Escherichia coli 
disrupts host intestinal barrier function. J Clin Invest, 2001. 107(5): p. 621-9. 
266. Alto, N.M., A.W. Weflen, M.J. Rardin, D. Yarar, C.S. Lazar, R. Tonikian, A. Koller, 
S.S. Taylor, C. Boone, S.S. Sidhu, S.L. Schmid, G.A. Hecht, and J.E. Dixon, The type 
III effector EspF coordinates membrane trafficking by the spatiotemporal activation of 
two eukaryotic signaling pathways. J Cell Biol, 2007. 178(7): p. 1265-78. 
267. Nougayrede, J.P. and M.S. Donnenberg, Enteropathogenic Escherichia coli EspF is 
targeted to mitochondria and is required to initiate the mitochondrial death pathway. 
Cell Microbiol, 2004. 6(11): p. 1097-111. 
268. Nougayrede, J.P., G.H. Foster, and M.S. Donnenberg, Enteropathogenic Escherichia 
coli effector EspF interacts with host protein Abcf2. Cell Microbiol, 2007. 9(3): p. 
680-93. 
269. Hodges, K., N.M. Alto, K. Ramaswamy, P.K. Dudeja, and G. Hecht, The 
enteropathogenic Escherichia coli effector protein EspF decreases sodium hydrogen 
exchanger 3 activity. Cell Microbiol, 2008. 10(8): p. 1735-45. 
270. Guttman, J.A., F.N. Samji, Y. Li, W. Deng, A. Lin, and B.B. Finlay, Aquaporins 
contribute to diarrhoea caused by attaching and effacing bacterial pathogens. Cell 
Microbiol, 2007. 9(1): p. 131-41. 
271. Hardwidge, P.R., W. Deng, B.A. Vallance, I. Rodriguez-Escudero, V.J. Cid, M. 
Molina, and B.B. Finlay, Modulation of host cytoskeleton function by the 
enteropathogenic Escherichia coli and Citrobacter rodentium effector protein EspG. 
Infect Immun, 2005. 73(5): p. 2586-94. 
272. Shaw, R.K., K. Smollett, J. Cleary, J. Garmendia, A. Straatman-Iwanowska, G. 
Frankel, and S. Knutton, Enteropathogenic Escherichia coli type III effectors EspG 
and EspG2 disrupt the microtubule network of intestinal epithelial cells. Infect 
Immun, 2005. 73(7): p. 4385-90. 
273. Tomson, F.L., V.K. Viswanathan, K.J. Kanack, R.P. Kanteti, K.V. Straub, M. Menet, 
J.B. Kaper, and G. Hecht, Enteropathogenic Escherichia coli EspG disrupts 
microtubules and in conjunction with Orf3 enhances perturbation of the tight junction 
barrier. Mol Microbiol, 2005. 56(2): p. 447-64. 
274. Guttman, J.A., F.N. Samji, Y. Li, W. Deng, A. Lin, and B. Finlay, Aquaporins 
contribute to diarrhoea caused by attaching and effacing bacterial pathogens. Cellular 
Microbiology, 2007. 9(1): p. 131-141. 
275. Matsuzawa, T., A. Kuwae, and A. Abe, Enteropathogenic Escherichia coli type III 
effectors EspG and EspG2 alter epithelial paracellular permeability. Infect Immun, 
2005. 73(10): p. 6283-9. 
276. Gill, R.K., A. Borthakur, K. Hodges, J.R. Turner, D.R. Clayburgh, S. Saksena, A. 
Zaheer, K. Ramaswamy, G. Hecht, and P.K. Dudeja, Mechanism underlying inhibition 
of intestinal apical Cl/OH exchange following infection with enteropathogenic E. coli. 
J Clin Invest, 2007. 117(2): p. 428-37. 
277. Elliott, S.J., J. Yu, and J.B. Kaper, The Cloned Locus of Enterocyte Effacement from 
Enterohemorrhagic Escherichia coli O157:H7 Is Unable To Confer the Attaching and 
Effacing Phenotype upon E. coli K-12. Infect. Immun., 1999. 67(8): p. 4260-4263. 
249 
 
278. Campellone, K.G., D. Robbins, and J.M. Leong, EspF(U) is a translocated EHEC 
effector that interacts with Tir and N-WASP and promotes nck-independent actin 
assembly. Developmental Cell, 2004. 7(2): p. 217-228. 
279. Dahan, S., S. Wiles, R.M. La Ragione, A. Best, M.J. Woodward, M.P. Stevens, R.K. 
Shaw, Y. Chong, S. Knutton, A. Phillips, and G. Frankel, EspJ is a prophage-carried 
type III effector protein of attaching and effacing pathogens that modulates infection 
dynamics. Infect Immun, 2005. 73(2): p. 679-86. 
280. Ehrbar, K. and W.D. Hardt, Bacteriophage-encoded type III effectors in Salmonella 
enterica subspecies 1 serovar Typhimurium. Infect Genet Evol, 2005. 5(1): p. 1-9. 
281. Collmer, A., M. Lindeberg, T. Petnicki-Ocwieja, D.J. Schneider, and J.R. Alfano, 
Genomic mining type III secretion system effectors in Pseudomonas syringae yields 
new picks for all TTSS prospectors. Trends Microbiol, 2002. 10(10): p. 462-9. 
282. Charpentier, X. and E. Oswald, Identification of the secretion and translocation 
domain of the enteropathogenic and enterohemorrhagic Escherichia coli effector Cif, 
using TEM-1 beta-lactamase as a new fluorescence-based reporter. J Bacteriol, 2004. 
186(16): p. 5486-95. 
283. Altschul, S.F., T.L. Madden, A.A. Schaffer, J. Zhang, Z. Zhang, W. Miller, and D.J. 
Lipman, Gapped BLAST and PSI-BLAST: a new generation of protein database 
search programs. Nucl. Acids Res., 1997. 25(17): p. 3389-3402. 
284. Jones, D.T. and M.B. Swindells, Getting the most from PSI-BLAST. Trends in 
Biochemical Sciences, 2002. 27(3): p. 161-164. 
285. Altschul, S.F., W. Gish, W. Miller, E.W. Myers, and D.J. Lipman, Basic local 
alignment search tool. J Mol Biol, 1990. 215(3): p. 403-10. 
286. Schaffer, A.A., L. Aravind, T.L. Madden, S. Shavirin, J.L. Spouge, Y.I. Wolf, E.V. 
Koonin, and S.F. Altschul, Improving the accuracy of PSI-BLAST protein database 
searches with composition-based statistics and other refinements. Nucl. Acids Res., 
2001. 29(14): p. 2994-3005. 
287. Ochman, H. and L.M. Davalos, The nature and dynamics of bacterial genomes. 
Science, 2006. 311(5768): p. 1730-3. 
288. Alfano, J.R., A.O. Charkowski, W.L. Deng, J.L. Badel, T. Petnicki-Ocwieja, K. van 
Dijk, and A. Collmer, The Pseudomonas syringae Hrp pathogenicity island has a 
tripartite mosaic structure composed of a cluster of type III secretion genes bounded 
by exchangeable effector and conserved effector loci that contribute to parasitic 
fitness and pathogenicity in plants. Proc Natl Acad Sci U S A, 2000. 97(9): p. 4856-
61. 
289. Juhala, R.J., M.E. Ford, R.L. Duda, A. Youlton, G.F. Hatfull, and R.W. Hendrix, 
Genomic sequences of bacteriophages HK97 and HK022: pervasive genetic 
mosaicism in the lambdoid bacteriophages. J Mol Biol, 2000. 299(1): p. 27-51. 
290. Ogura, Y., T. Ooka, Asadulghani, J. Terajima, J.P. Nougayrede, K. Kurokawa, K. 
Tashiro, T. Tobe, K. Nakayama, S. Kuhara, E. Oswald, H. Watanabe, and T. Hayashi, 
Extensive genomic diversity and selective conservation of virulence-determinants in 
enterohemorrhagic Escherichia coli strains of O157 and non-O157 serotypes. 
Genome Biol, 2007. 8(7): p. R138. 
291. Perna, N.T., G. Plunkett, 3rd, V. Burland, B. Mau, J.D. Glasner, D.J. Rose, G.F. 
Mayhew, P.S. Evans, J. Gregor, H.A. Kirkpatrick, G. Posfai, J. Hackett, S. Klink, A. 
Boutin, Y. Shao, L. Miller, E.J. Grotbeck, N.W. Davis, A. Lim, E.T. Dimalanta, K.D. 
Potamousis, J. Apodaca, T.S. Anantharaman, J. Lin, G. Yen, D.C. Schwartz, R.A. 
250 
 
Welch, and F.R. Blattner, Genome sequence of enterohaemorrhagic Escherichia coli 
O157:H7. Nature, 2001. 409(6819): p. 529-33. 
292. Hayashi, T., K. Makino, M. Ohnishi, K. Kurokawa, K. Ishii, K. Yokoyama, C.G. Han, 
E. Ohtsubo, K. Nakayama, T. Murata, M. Tanaka, T. Tobe, T. Iida, H. Takami, T. 
Honda, C. Sasakawa, N. Ogasawara, T. Yasunaga, S. Kuhara, T. Shiba, M. Hattori, 
and H. Shinagawa, Complete genome sequence of enterohemorrhagic Escherichia coli 
O157:H7 and genomic comparison with a laboratory strain K-12. DNA Res, 2001. 
8(1): p. 11-22. 
293. O'Brien, A.D., L.R. Marques, C.F. Kerry, J.W. Newland, and R.K. Holmes, Shiga-like 
toxin converting phage of enterohemorrhagic Escherichia coli strain 933. Microb 
Pathog, 1989. 6(5): p. 381-90. 
294. Asadulghani, M., Y. Ogura, T. Ooka, T. Itoh, A. Sawaguchi, A. Iguchi, K. Nakayama, 
and T. Hayashi, The defective prophage pool of Escherichia coli O157: prophage-
prophage interactions potentiate horizontal transfer of virulence determinants. PLoS 
Pathog, 2009. 5(5): p. e1000408. 
295. Gruenheid, S., I. Sekirov, N.A. Thomas, W. Deng, P. O'Donnell, D. Goode, Y. Li, 
E.A. Frey, N.F. Brown, P. Metalnikov, T. Pawson, K. Ashman, and B.B. Finlay, 
Identification and characterization of NleA, a non-LEE-encoded type III translocated 
virulence factor of enterohaemorrhagic Escherichia coli O157:H7. Mol Microbiol, 
2004. 51(5): p. 1233-49. 
296. Wickham, M.E., C. Lupp, M. Mascarenhas, A. Vazquez, B.K. Coombes, N.F. Brown, 
B.A. Coburn, W. Deng, J.L. Puente, M.A. Karmali, and B.B. Finlay, Bacterial Genetic 
Determinants of Non O157 STEC Outbreaks and Hemolytic Uremic Syndrome after 
Infection. The Journal of Infectious Diseases, 2006. 194(6): p. 819-827. 
297. Kelly, M., E. Hart, R. Mundy, O. Marches, S. Wiles, L. Badea, S. Luck, M. Tauschek, 
G. Frankel, R.M. Robins-Browne, and E.L. Hartland, Essential role of the type III 
secretion system effector NleB in colonization of mice by Citrobacter rodentium. 
Infect Immun, 2006. 74(4): p. 2328-37. 
298. Marches, O., S. Wiles, F. Dziva, R.M. La Ragione, S. Schuller, A. Best, A.D. Phillips, 
E.L. Hartland, M.J. Woodward, M.P. Stevens, and G. Frankel, Characterization of two 
non-locus of enterocyte effacement-encoded type III-translocated effectors, NleC and 
NleD, in attaching and effacing pathogens. Infect Immun, 2005. 73(12): p. 8411-7. 
299. Wickham, M.E., C. Lupp, A. Vazquez, M. Mascarenhas, B. Coburn, B.K. Coombes, 
M.A. Karmali, J.L. Puente, W. Deng, and B.B. Finlay, Citrobacter rodentium 
virulence in mice associates with bacterial load and the type III effector NleE. 
Microbes Infect, 2007. 9(3): p. 400-7. 
300. Echtenkamp, F., W. Deng, M.E. Wickham, A. Vazquez, J.L. Puente, A. 
Thanabalasuriar, S. Gruenheid, B.B. Finlay, and P.R. Hardwidge, Characterization of 
the NleF effector protein from attaching and effacing bacterial pathogens. FEMS 
Microbiol Lett, 2008. 281(1): p. 98-107. 
301. Hemrajani, C., O. Marches, S. Wiles, F. Girard, A. Dennis, F. Dziva, A. Best, A.D. 
Phillips, C.N. Berger, A. Mousnier, V.F. Crepin, L. Kruidenier, M.J. Woodward, M.P. 
Stevens, R.M. La Ragione, T.T. MacDonald, and G. Frankel, Role of NleH, a type III 
secreted effector from attaching and effacing pathogens, in colonization of the bovine, 
ovine, and murine gut. Infect Immun, 2008. 76(11): p. 4804-13. 
302. Garcia-Angulo, V.A., W. Deng, N.A. Thomas, B.B. Finlay, and J.L. Puente, 
Regulation of expression and secretion of NleH, a new non-locus of enterocyte 
251 
 
effacement-encoded effector in Citrobacter rodentium. J Bacteriol, 2008. 190(7): p. 
2388-99. 
303. Vlisidou, I., O. Marchés, F. Dziva, R. Mundy, G. Frankel, and M.P. Stevens, 
Identification and characterization of EspK, a type III secreted effector protein of 
enterohaemorrhagic Escherichia coli O157:H7. FEMS Microbiology Letters, 2006. 
263(1): p. 32-40. 
304. Smollett, K., R.K. Shaw, J. Garmendia, S. Knutton, and G. Frankel, Function and 
distribution of EspG2, a type III secretion system effector of enteropathogenic 
Escherichia coli. Microbes Infect, 2006. 8(8): p. 2220-7. 
305. Nougayrede, J.P., F. Taieb, J. De Rycke, and E. Oswald, Cyclomodulins: bacterial 
effectors that modulate the eukaryotic cell cycle. Trends Microbiol, 2005. 13(3): p. 
103-10. 
306. Taieb, F., J.P. Nougayrede, C. Watrin, A. Samba-Louaka, and E. Oswald, Escherichia 
coli cyclomodulin Cif induces G2 arrest of the host cell cycle without activation of the 
DNA-damage checkpoint-signalling pathway. Cell Microbiol, 2006. 8(12): p. 1910-21. 
307. Garmendia, J., A.D. Phillips, M.F. Carlier, Y. Chong, S. Schuller, O. Marches, S. 
Dahan, E. Oswald, R.K. Shaw, S. Knutton, and G. Frankel, TccP is an 
enterohaemorrhagic Escherichia coli O157:H7 type III effector protein that couples 
Tir to the actin-cytoskeleton. Cell Microbiol, 2004. 6(12): p. 1167-83. 
308. Brunton, J.L., Overview - animal models pathogenesis, animal infections, in Recent 
advances in Verocytotoxins-Producing Escherichia coli Infections, M.A. Karmali, 
Editor. 1994, Elsevier Science BV. p. 211 - 214. 
309. Schauer, D.B., B.A. Zabel, I.F. Pedraza, C.M. O'Hara, A.G. Steigerwalt, and D.J. 
Brenner, Genetic and biochemical characterization of Citrobacter rodentium sp. nov. 
J Clin Microbiol, 1995. 33(8): p. 2064-8. 
310. Vallance, B.A., W. Deng, M. De Grado, C. Chan, K. Jacobson, and B.B. Finlay, 
Modulation of inducible nitric oxide synthase expression by the attaching and effacing 
bacterial pathogen citrobacter rodentium in infected mice. Infect Immun, 2002. 
70(11): p. 6424-35. 
311. Schauer, D.B. and S. Falkow, Attaching and effacing locus of a Citrobacter freundii 
biotype that causes transmissible murine colonic hyperplasia. Infect Immun, 1993. 
61(6): p. 2486-92. 
312. Wiles, S., K.M. Pickard, K. Peng, T.T. MacDonald, and G. Frankel, In vivo 
bioluminescence imaging of the murine pathogen Citrobacter rodentium. Infect 
Immun, 2006. 74(9): p. 5391-6. 
313. Marches, O., J.P. Nougayrede, S. Boullier, J. Mainil, G. Charlier, I. Raymond, P. Pohl, 
M. Boury, J. De Rycke, A. Milon, and E. Oswald, Role of tir and intimin in the 
virulence of rabbit enteropathogenic Escherichia coli serotype O103:H2. Infect 
Immun, 2000. 68(4): p. 2171-82. 
314. Dean-Nystrom, E.A., L.J. Gansheroff, M. Mills, H.W. Moon, and A.D. O'Brien, 
Vaccination of pregnant dams with intimin(O157) protects suckling piglets from 
Escherichia coli O157:H7 infection. Infect Immun, 2002. 70(5): p. 2414-8. 
315. Chen, C., M. Lyte, M.P. Stevens, L. Vulchanova, and D.R. Brown, Mucosally-
directed adrenergic nerves and sympathomimetic drugs enhance non-intimate 
adherence of Escherichia coli O157:H7 to porcine cecum and colon. European 
Journal of Pharmacology, 2006. 539(1-2): p. 116-124. 
316. Pearson, G.R., K.J. Bazeley, J.R. Jones, R.F. Gunning, M.J. Green, A. Cookson, and 
M.J. Woodward, Attaching and effacing lesions in the large intestine of an eight-
252 
 
month-old heifer associated with Escherichia coli O26 infection in a group of animals 
with dysentery. Vet Rec, 1999. 145(13): p. 370-3. 
317. Dziva, F., P.M. van Diemen, M.P. Stevens, A.J. Smith, and T.S. Wallis, Identification 
of Escherichia coli O157 : H7 genes influencing colonization of the bovine 
gastrointestinal tract using signature-tagged mutagenesis. Microbiology, 2004. 150(Pt 
11): p. 3631-45. 
318. Gerdts, V., R.R. Uwiera, G.K. Mutwiri, D.J. Wilson, T. Bowersock, A. Kidane, L.A. 
Babiuk, and P.J. Griebel, Multiple intestinal 'loops' provide an in vivo model to 
analyse multiple mucosal immune responses. J Immunol Methods, 2001. 256(1-2): p. 
19-33. 
319. Menge, C., I. Stamm, P.M. van Diemen, P. Sopp, G. Baljer, T.S. Wallis, and M.P. 
Stevens, Phenotypic and functional characterization of intraepithelial lymphocytes in 
a bovine ligated intestinal loop model of enterohaemorrhagic Escherichia coli 
infection. J Med Microbiol, 2004. 53(6): p. 573-579. 
320. Sandhu, K.S. and C.L. Gyles, Pathogenic Shiga toxin-producing Escherichia coli in 
the intestine of calves. Can J Vet Res, 2002. 66(2): p. 65-72. 
321. Stevens, M.P., O. Marches, J. Campbell, V. Huter, G. Frankel, A.D. Phillips, E. 
Oswald, and T.S. Wallis, Intimin, Tir, and Shiga Toxin 1 Do Not Influence 
Enteropathogenic Responses to Shiga Toxin-Producing Escherichia coli in Bovine 
Ligated Intestinal Loops. Infect. Immun., 2002. 70(2): p. 945-952. 
322. Anyanful, A., J.M. Dolan-Livengood, T. Lewis, S. Sheth, M.N. Dezalia, M.A. 
Sherman, L.V. Kalman, G.M. Benian, and D. Kalman, Paralysis and killing of 
Caenorhabditis elegans by enteropathogenic Escherichia coli requires the bacterial 
tryptophanase gene. Mol Microbiol, 2005. 57(4): p. 988-1007. 
323. Kavanagh, K. and E.P. Reeves, Exploiting the potential of insects for in vivo 
pathogenicity testing of microbial pathogens. FEMS Microbiol Rev, 2004. 28(1): p. 
101-12. 
324. Waterfield, N.R., M. Sanchez-Contreras, I. Eleftherianos, A. Dowling, P. Wilkinson, 
J. Parkhill, N. Thomson, S.E. Reynolds, H.B. Bode, S. Dorus, and R.H. Ffrench-
Constant, Rapid Virulence Annotation (RVA): identification of virulence factors using 
a bacterial genome library and multiple invertebrate hosts. Proc Natl Acad Sci U S A, 
2008. 105(41): p. 15967-72. 
325. Miyata, S., M. Casey, D.W. Frank, F.M. Ausubel, and E. Drenkard, Use of the 
Galleria mellonella caterpillar as a model host to study the role of the type III 
secretion system in Pseudomonas aeruginosa pathogenesis. Infect Immun, 2003. 
71(5): p. 2404-13. 
326. Schüller, S., M. Lucas, J.B. Kaper, J.A. Girón, and A.D. Phillips, The ex vivo response 
of human intestinal mucosa to enteropathogenic Escherichia coli infection. Cellular 
Microbiology, 2009. 11(3):p. 521-30.. 
327. Hicks, S., G. Frankel, J.B. Kaper, G. Dougan, and A.D. Phillips, Role of intimin and 
bundle-forming pili in enteropathogenic Escherichia coli adhesion to pediatric 
intestinal tissue in vitro. Infect Immun, 1998. 66(4): p. 1570-8. 
328. Phillips, A.D., S. Navabpour, S. Hicks, G. Dougan, T. Wallis, and G. Frankel, 
Enterohaemorrhagic Escherichia coli O157:H7 target Peyer's patches in humans and 
cause attaching/effacing lesions in both human and bovine intestine. Gut, 2000. 47(3): 
p. 377-81. 
253 
 
329. Fitzhenry, R.J., M.P. Stevens, C. Jenkins, T.S. Wallis, R. Heuschkel, S. Murch, M. 
Thomson, G. Frankel, and A.D. Phillips, Human intestinal tissue tropism of intimin 
epsilon O103 Escherichia coli. FEMS Microbiol Lett, 2003. 218(2): p. 311-6. 
330. Haque, A., F. Bowe, R.J. Fitzhenry, G. Frankel, M. Thomson, R. Heuschkel, S. 
Murch, M.P. Stevens, T.S. Wallis, A.D. Phillips, and G. Dougan, Early interactions of 
Salmonella enterica serovar typhimurium with human small intestinal epithelial 
explants. Gut, 2004. 53(10): p. 1424-1430. 
331. Browning, T.H. and J.S. Trier, Organ culture of mucosal biopsies of human small 
intestine. J Clin Invest, 1969. 48(8): p. 1423-32. 
332. Baehler, A.A. and R.A. Moxley, Escherichia coli O157:H7 induces attaching-effacing 
lesions in large intestinal mucosal explants from adult cattle. FEMS Microbiol Lett, 
2000. 185(2): p. 239-42. 
333. Baehler, A.A. and R.A. Moxley, Effect of culture conditions on Escherichia coli 
O157:H7-mediated attaching-effacing lesions in a bovine large intestinal mucosal 
explant model. FEMS Microbiol Lett, 2002. 212(1): p. 107-10. 
334. Srimanote, P., A.W. Paton, and J.C. Paton, Characterization of a novel type IV pilus 
locus encoded on the large plasmid of locus of enterocyte effacement-negative Shiga-
toxigenic Escherichia coli strains that are virulent for humans. Infect Immun, 2002. 
70(6): p. 3094-100. 
335. Paton, A.W., P. Srimanote, M.C. Woodrow, and J.C. Paton, Characterization of Saa, 
a novel autoagglutinating adhesin produced by locus of enterocyte effacement-
negative Shiga-toxigenic Escherichia coli strains that are virulent for humans. Infect 
Immun, 2001. 69(11): p. 6999-7009. 
336. Siggers, K.A. and C.F. Lesser, The Yeast Saccharomyces cerevisiae: A Versatile 
Model System for the Identification and Characterization of Bacterial Virulence 
Proteins. Cell Host & Microbe, 2008. 4(1): p. 8-15. 
337. Valdivia, R.H., Modeling the function of bacterial virulence factors in Saccharomyces 
cerevisiae. Eukaryot Cell, 2004. 3(4): p. 827-34. 
338. Invitrogen, pENTR Directional TOPO Clonging Kits User Manual. 2006: Invitrogen. 
339. Urbanowski, M.L., E.D. Brutinel, and T.L. Yahr, Translocation of ExsE into Chinese 
hamster ovary cells is required for transcriptional induction of the Pseudomonas 
aeruginosa type III secretion system. Infect Immun, 2007. 75(9): p. 4432-9. 
340. Mazurkiewicz, P., J. Thomas, J.A. Thompson, M. Liu, L. Arbibe, P. Sansonetti, and 
D.W. Holden, SpvC is a Salmonella effector with phosphothreonine lyase activity on 
host mitogen-activated protein kinases. Mol Microbiol, 2008. 67(6): p. 1371-83. 
341. Wolff, C., I. Nisan, E. Hanski, G. Frankel, and I. Rosenshine, Protein translocation 
into host epithelial cells by infecting enteropathogenic Escherichia coli. Mol 
Microbiol, 1998. 28(1): p. 143-55. 
342. Stevens, M.P., A. Friebel, L.A. Taylor, M.W. Wood, P.J. Brown, W.-D. Hardt, and 
E.E. Galyov, A Burkholderia pseudomallei Type III Secreted Protein, BopE, 
Facilitates Bacterial Invasion of Epithelial Cells and Exhibits Guanine Nucleotide 
Exchange Factor Activity. J. Bacteriol., 2003. 185(16): p. 4992-4996. 
343. Machleidt, T., M. Robers, and G.T. Hanson, Protein labeling with FlAsH and ReAsH. 
Methods Mol Biol, 2007. 356: p. 209-20. 
344. Mota, L.J. and D.W. Holden, FlAsHlights on bacterial virulence proteins. Nat 
Methods, 2005. 2(12): p. 898-9. 
345. Ladant, D. and A. Ullmann, Bordatella pertussis adenylate cyclase: a toxin with 
multiple talents. Trends Microbiol, 1999. 7(4): p. 172-6. 
254 
 
346. Sory, M.P. and G.R. Cornelis, Translocation of a hybrid YopE-adenylate cyclase from 
Yersinia enterocolitica into HeLa cells. Mol Microbiol, 1994. 14(3): p. 583-94. 
347. Miyake, M., S. Sakane, C. Kobayashi, M. Hanajima-Ozawa, A. Fukui, S. Kamitani, 
and Y. Horiguchi, A colorimetric assay for studying effector secretion through the 
bacterial type III secretion system. FEMS Microbiol Lett, 2008. 278(1): p. 36-42. 
348. Morello, J.E. and A. Collmer, Pseudomonas syringae HrpP Is a Type III Secretion 
Substrate Specificity Switch Domain Protein That Is Translocated into Plant Cells but 
Functions Atypically for a Substrate-Switching Protein. J. Bacteriol., 2009. 191(9): p. 
3120-3131. 
349. Mukaihara, T. and N. Tamura, Identification of novel Ralstonia solanacearum type III 
effector proteins through translocation analysis of hrpB-regulated gene products. 
Microbiology, 2009. 155(7): p. 2235-2244. 
350. Geddes, K., M. Worley, G. Niemann, and F. Heffron, Identification of new secreted 
effectors in Salmonella enterica serovar Typhimurium. Infect Immun, 2005. 73(10): p. 
6260-71. 
351. Céline Agrain, I. Sorg, C. Paroz, and G.R. Cornelis, Secretion of YscP from Yersinia 
enterocolitica is essential to control the length of the injectisome needle but not to 
change the type III secretion substrate specificity. Molecular Microbiology, 2005. 
57(5): p. 1415-1427. 
352. Iguchi, A., N.R. Thomson, Y. Ogura, D. Saunders, T. Ooka, I.R. Henderson, D. 
Harris, M. Asadulghani, K. Kurokawa, P. Dean, B. Kenny, M.A. Quail, S. Thurston, 
G. Dougan, T. Hayashi, J. Parkhill, and G. Frankel, Complete genome sequence and 
comparative genome analysis of enteropathogenic Escherichia coli O127:H6 strain 
E2348/69. J Bacteriol, 2009. 191(1): p. 347-54. 
353. MacLean, D., J.D. Jones, and D.J. Studholme, Application of 'next-generation' 
sequencing technologies to microbial genetics. Nat Rev Microbiol, 2009. 7(4): p. 287-
96. 
354. Snyder, L.A., N. Loman, M.J. Pallen, and C.W. Penn, Next-generation sequencing--
the promise and perils of charting the great microbial unknown. Microb Ecol, 2009. 
57(1): p. 1-3. 
355. Lindeberg, M., B. Biehl, J. Glasner, N. Perna, A. Collmer, and C. Collmer, Gene 
Ontology annotation highlights shared and divergent pathogenic strategies of type III 
effector proteins deployed by the plant pathogen Pseudomonas syringae pv tomato 
DC3000 and animal pathogenic Escherichia coli strains. BMC Microbiology, 2009. 
9(Suppl 1): p. S4. 
356. Cunnac, S., M. Lindeberg, and A. Collmer, Pseudomonas syringae type III secretion 
system effectors: repertoires in search of functions. Current Opinion in Microbiology, 
2009. 12(1): p. 53-60. 
357. Dean, P. and B. Kenny, The effector repertoire of enteropathogenic E. coli: ganging 
up on the host cell. Curr Opin Microbiol, 2009. 12(1): p. 101-9. 
358. Goosney, D.L., S. Gruenheid, and B.B. Finlay, Gut feelings: enteropathogenic E. coli 
(EPEC) interactions with the host. Annu Rev Cell Dev Biol, 2000. 16: p. 173-89. 
359. Benabdillah, R., L.J. Mota, S. Lutzelschwab, E. Demoinet, and G.R. Cornelis, 
Identification of a nuclear targeting signal in YopM from Yersinia spp. Microb 
Pathog, 2004. 36(5): p. 247-61. 
360. Kleba, B. and R.S. Stephens, Chlamydial effector proteins localized to the host cell 
cytoplasmic compartment. Infect Immun, 2008. 76(11): p. 4842-50. 
255 
 
361. Stirling, F.R., A. Cuzick, S.M. Kelly, D. Oxley, and T.J. Evans, Eukaryotic 
localization, activation and ubiquitinylation of a bacterial type III secreted toxin. Cell 
Microbiol, 2006. 8(8): p. 1294-309. 
362. J.-Victor Small, K. Rottner, P. Hahne, and K.I. Anderson, Visualising the actin 
cytoskeleton. Microscopy Research and Technique, 1999. 47(1): p. 3-17. 
363. Steele-Mortimer, O., S. Meresse, J.P. Gorvel, B.H. Toh, and B.B. Finlay, Biogenesis 
of Salmonella typhimurium-containing vacuoles in epithelial cells involves 
interactions with the early endocytic pathway. Cell Microbiol, 1999. 1(1): p. 33-49. 
364. Brown, N.F., J. Szeto, X. Jiang, B.K. Coombes, B.B. Finlay, and J.H. Brumell, 
Mutational analysis of Salmonella translocated effector members SifA and SopD2 
reveals domains implicated in translocation, subcellular localization and function. 
Microbiology, 2006. 152(Pt 8): p. 2323-43. 
365. Zurawski, D.V., C. Mitsuhata, K.L. Mumy, B.A. McCormick, and A.T. Maurelli, 
OspF and OspC1 are Shigella flexneri type III secretion system effectors that are 
required for postinvasion aspects of virulence. Infect Immun, 2006. 74(10): p. 5964-
76. 
366. Garg, R. and A.J. Ridley, Mammalian Cell Microinjection Assay to Study the Function 
of Rho Family Guanosine Triphosphatases, in Methods in Molecular Biology, H. Ali; 
and B. Haribabu, Editors. 2006, Humana Press. p. 257-267. 
367. Graham, F.L. and A.J. van der Eb, A new technique for the assay of infectivity of 
adenovirus 5 DNA. Virology, 1973. 52: p. 456-467. 
368. Liu, D., T. Ren, and X. Gao, Cationic transfection lipids. Curr Med Chem, 2003. 
10(14): p. 1307-15. 
369. Chesnoy, S. and L. Huang, Structure and function of lipid-DNA complexes for gene 
delivery. Annu Rev Biophys Biomol Struct, 2000. 29: p. 27-47. 
370. Hirko, A., F. Tang, and J.A. Hughes, Cationic lipid vectors for plasmid DNA delivery. 
Curr Med Chem, 2003. 10(14): p. 1185-93. 
371. Shao, F., P.M. Merritt, Z. Bao, R.W. Innes, and J.E. Dixon, A Yersinia effector and a 
Pseudomonas avirulence protein define a family of cysteine proteases functioning in 
bacterial pathogenesis. Cell, 2002. 109(5): p. 575-88. 
372. Marcus, S.L., L.A. Knodler, and B.B. Finlay, Salmonella enterica serovar 
Typhimurium effector SigD/SopB is membrane-associated and ubiquitinated inside 
host cells. Cell Microbiol, 2002. 4(7): p. 435-46. 
373. Yoshida, S., E. Katayama, A. Kuwae, H. Mimuro, T. Suzuki, and C. Sasakawa, 
Shigella deliver an effector protein to trigger host microtubule destabilization, which 
promotes Rac1 activity and efficient bacterial internalization. Embo J, 2002. 21(12): 
p. 2923-35. 
374. Terpe, K., Overview of tag protein fusions: from molecular and biochemical 
fundamentals to commercial systems. Appl Microbiol Biotechnol, 2003. 60(5): p. 523-
33. 
375. Prendergast, F.G. and K.G. Mann, Chemical and physical properties of aequorin and 
the green fluorescent protein isolated from Aequorea forskalea. Biochemistry, 1978. 
17(17): p. 3448-53. 
376. Phillips, G.J., Green fluorescent protein--a bright idea for the study of bacterial 
protein localization. FEMS Microbiol Lett, 2001. 204(1): p. 9-18. 
377. Chapman, S., K.J. Oparka, and A.G. Roberts, New tools for in vivo fluorescence 
tagging. Curr Opin Plant Biol, 2005. 8(6): p. 565-73. 
256 
 
378. Slagowski, N.L., R.W. Kramer, M.F. Morrison, J. LaBaer, and C.F. Lesser, A 
functional genomic yeast screen to identify pathogenic bacterial proteins. PLoS 
Pathog, 2008. 4(1): p. e9. 
379. March, J.C., G. Rao, and W.E. Bentley, Biotechnological applications of green 
fluorescent protein. Appl Microbiol Biotechnol, 2003. 62(4): p. 303-15. 
380. Ai-Sheng, X., P. Ri-He, Z. Jing, G. Feng, L. Yi, C. Zong-Ming, and Y. Quan-Hong, 
Chemical gene synthesis: strategies, softwares, error corrections, and applications. 
FEMS Microbiology Reviews, 2008. 32(3): p. 522-540. 
381. Wang, W. and B.A. Malcolm, Two-stage PCR protocol allowing introduction of 
multiple mutations, deletions and insertions using QuikChange Site-Directed 
Mutagenesis. Biotechniques, 1999. 26(4): p. 680-2. 
382. Gloor, G.B., L.C. Martin, L.M. Wahl, and S.D. Dunn, Mutual Information in Protein 
Multiple Sequence Alignments Reveals Two Classes of Coevolving 
Positions Biochemistry, 2005. 44(19): p. 7156-7165. 
383. Gotoh, O., Multiple sequence alignment: algorithms and applications. Adv Biophys, 
1999. 36: p. 159-206. 
384. Arbeloa, A., M. Blanco, F.C. Moreira, R. Bulgin, C. Lopez, G. Dahbi, J.E. Blanco, A. 
Mora, M.P. Alonso, R.C. Mamani, T.A.T. Gomes, J. Blanco, and G. Frankel, 
Distribution of espM and espT among enteropathogenic and enterohaemorrhagic 
Escherichia coli. J Med Microbiol, 2009. 58(8): p. 988-995. 
385. Richard R. Bulgin, A. Arbeloa, J.C.S. Chung, and G. Frankel, EspT triggers formation 
of lamellipodia and membrane ruffles through activation of Rac-1 and Cdc42. Cellular 
Microbiology, 2009. 11(2): p. 217-229. 
386. Ladunga, I. and R.F. Smith, Amino acid substitutions preserve protein folding by 
conserving steric and hydrophobicity properties. Protein Eng, 1997. 10(3): p. 187-96. 
387. Hall, A., Rho GTPases and the control of cell behaviour. Biochem Soc Trans, 2005. 
33(Pt 5): p. 891-5. 
388. Arbeloa, A., R.R. Bulgin, G. MacKenzie, R.K. Shaw, M.J. Pallen, V.F. Crepin, C.N. 
Berger, and G. Frankel, Subversion of actin dynamics by EspM effectors of attaching 
and effacing bacterial pathogens. Cell Microbiol, 2008. 10(7): p. 1429-41. 
389. Zurawski, D.V., K.L. Mumy, L. Badea, J.A. Prentice, E.L. Hartland, B.A. 
McCormick, and A.T. Maurelli, The NleE/OspZ family of effector proteins is required 
for polymorphonuclear transepithelial migration, a characteristic shared by 
enteropathogenic Escherichia coli and Shigella flexneri infections. Infect Immun, 
2008. 76(1): p. 369-79. 
390. Oliver, M., C. Valentina, D. Sivan, C. Céline, B. Pallavi, F. Gad, and C. Emmanuelle, 
EspJ of enteropathogenic and enterohaemorrhagic Escherichia coli inhibits opsono-
phagocytosis. Cellular Microbiology, 2008. 10(5): p. 1104-1115. 
391. Kuhle, V. and M. Hensel, SseF and SseG are translocated effectors of the type III 
secretion system of Salmonella pathogenicity island 2 that modulate aggregation of 
endosomal compartments. Cell Microbiol, 2002. 4(12): p. 813-24. 
392. Kuhle, V., D. Jackel, and M. Hensel, Effector proteins encoded by Salmonella 
pathogenicity island 2 interfere with the microtubule cytoskeleton after translocation 
into host cells. Traffic, 2004. 5(5): p. 356-70. 
393. Salcedo, S.P. and D.W. Holden, SseG, a virulence protein that targets Salmonella to 
the Golgi network. Embo J, 2003. 22(19): p. 5003-14. 
394. Chrzanowska-Wodnicka, M. and K. Burridge, Rho-stimulated contractility drives the 
formation of stress fibers and focal adhesions. J Cell Biol, 1996. 133(6): p. 1403-15. 
257 
 
395. Ridley, A.J. and A. Hall, The small GTP-binding protein rho regulates the assembly of 
focal adhesions and actin stress fibers in response to growth factors. Cell, 1992. 
70(3): p. 389-99. 
396. Gietz, R.D. and R.H. Schiestl, High-efficiency yeast transformation using the LiAc/SS 
carrier DNA/PEG method. Nat Protoc, 2007. 2(1): p. 31-4. 
397. Gietz, R.D., R.H. Schiestl, A.R. Willems, and R.A. Woods, Studies on the 
transformation of intact yeast cells by the LiAc/SS-DNA/PEG procedure. Yeast, 1995. 
11(4): p. 355-60. 
398. West, R.W., Jr., R.R. Yocum, and M. Ptashne, Saccharomyces cerevisiae GAL1-
GAL10 divergent promoter region: location and function of the upstream activating 
sequence UASG. Mol Cell Biol, 1984. 4(11): p. 2467-78. 
399. Giniger, E., S.M. Varnum, and M. Ptashne, Specific DNA binding of GAL4, a positive 
regulatory protein of yeast. Cell, 1985. 40(4): p. 767-74. 
400. Southern, J.A., D.F. Young, F. Heaney, W.K. Baumgartner, and R.E. Randall, 
Identification of an epitope on the P and V proteins of simian virus 5 that 
distinguishes between two isolates with different biological characteristics. J Gen 
Virol, 1991. 72 ( Pt 7): p. 1551-7. 
401. Lindner, P., K. Bauer, A. Krebber, L. Nieba, E. Kremmer, C. Krebber, A. Honegger, 
B. Klinger, R. Mocikat, and A. Pluckthun, Specific detection of his-tagged proteins 
with recombinant anti-His tag scFv-phosphatase or scFv-phage fusions. 
Biotechniques, 1997. 22(1): p. 140-9. 
402. Hochuli, E., H. Dobeli, and A. Schacher, New metal chelate adsorbent selective for 
proteins and peptides containing neighbouring histidine residues. J Chromatogr, 1987. 
411: p. 177-84. 
403. Campodonico, E.M., L. Chesnel, and C.R. Roy, A yeast genetic system for the 
identification and characterization of substrate proteins transferred into host cells by 
the Legionella pneumophila Dot/Icm system. Mol Microbiol, 2005. 56(4): p. 918-33. 
404. Hardwidge, P.R., S. Donohoe, R. Aebersold, and B.B. Finlay, Proteomic analysis of 
the binding partners to enteropathogenic Escherichia coli virulence proteins 
expressed in Saccharomyces cerevisiae. Proteomics, 2006. 6(7): p. 2174-9. 
405. Rodriguez-Escudero, I., P.R. Hardwidge, C. Nombela, V.J. Cid, B.B. Finlay, and M. 
Molina, Enteropathogenic Escherichia coli type III effectors alter cytoskeletal 
function and signalling in Saccharomyces cerevisiae. Microbiology, 2005. 151(Pt 9): 
p. 2933-45. 
406. Rodriguez, C.R., L.M. Schechter, and C.A. Lee, Detection and characterization of the 
S. typhimurium HilA protein. BMC Microbiol, 2002. 2: p. 31. 
407. Aleman, A., I. Rodriguez-Escudero, G.V. Mallo, V.J. Cid, M. Molina, and R. Rotger, 
The amino-terminal non-catalytic region of Salmonella typhimurium SigD affects 
actin organization in yeast and mammalian cells. Cell Microbiol, 2005. 7(10): p. 
1432-46. 
408. Nejedlik, L., T. Pierfelice, and J.R. Geiser, Actin distribution is disrupted upon 
expression of Yersinia YopO/YpkA in yeast. Yeast, 2004. 21(9): p. 759-68. 
409. Rabin, S.D. and A.R. Hauser, Pseudomonas aeruginosa ExoU, a toxin transported by 
the type III secretion system, kills Saccharomyces cerevisiae. Infect Immun, 2003. 
71(7): p. 4144-50. 
410. Sato, H., D.W. Frank, C.J. Hillard, J.B. Feix, R.R. Pankhaniya, K. Moriyama, V. 
Finck-Barbancon, A. Buchaklian, M. Lei, R.M. Long, J. Wiener-Kronish, and T. 
258 
 
Sawa, The mechanism of action of the Pseudomonas aeruginosa-encoded type III 
cytotoxin, ExoU. Embo J, 2003. 22(12): p. 2959-69. 
411. Stirling, F.R. and T.J. Evans, Effects of the type III secreted pseudomonal toxin ExoS 
in the yeast Saccharomyces cerevisiae. Microbiology, 2006. 152(Pt 8): p. 2273-85. 
412. Munkvold, K.R., M.E. Martin, P.A. Bronstein, and A. Collmer, A survey of the 
Pseudomonas syringae pv. tomato DC3000 type III secretion system effector 
repertoire reveals several effectors that are deleterious when expressed in 
Saccharomyces cerevisiae. Mol Plant Microbe Interact, 2008. 21(4): p. 490-502. 
413. Jamir, Y., M. Guo, H.S. Oh, T. Petnicki-Ocwieja, S. Chen, X. Tang, M.B. Dickman, 
A. Collmer, and J.R. Alfano, Identification of Pseudomonas syringae type III effectors 
that can suppress programmed cell death in plants and yeast. Plant J, 2004. 37(4): p. 
554-65. 
414. Sisko, J.L., K. Spaeth, Y. Kumar, and R.H. Valdivia, Multifunctional analysis of 
Chlamydia-specific genes in a yeast expression system. Mol Microbiol, 2006. 60(1): p. 
51-66. 
415. Arnoldo, A., J. Curak, S. Kittanakom, I. Chevelev, V.T. Lee, M. Sahebol-Amri, B. 
Koscik, L. Ljuma, P.J. Roy, A. Bedalov, G. Giaever, C. Nislow, A.R. Merrill, S. Lory, 
and I. Stagljar, Identification of small molecule inhibitors of Pseudomonas aeruginosa 
exoenzyme S using a yeast phenotypic screen. PLoS Genet, 2008. 4(2): p. e1000005. 
416. Dolinski, K. and D. Botstein, Orthology and Functional Conservation in Eukaryotes. 
Annual Review of Genetics, 2007. 41(1): p. 465-507. 
417. Skrzypek, E., T. Myers-Morales, S.W. Whiteheart, and S.C. Straley, Application of a 
Saccharomyces cerevisiae model to study requirements for trafficking of Yersinia 
pestis YopM in eucaryotic cells. Infect Immun, 2003. 71(2): p. 937-47. 
418. Verkhusha, V.V. and K.A. Lukyanov, The molecular properties and applications of 
Anthozoa fluorescent proteins and chromoproteins. Nat Biotechnol, 2004. 22(3): p. 
289-96. 
419. Bestvater, F., E. Spiess, G. Stobrawa, M. Hacker, T. Feurer, T. Porwol, U. Berchner-
Pfannschmidt, C. Wotzlaw, and H. Acker, Two-photon fluorescence absorption and 
emission spectra of dyes relevant for cell imaging. J Microsc, 2002. 208(Pt 2): p. 108-
15. 
420. Campbell, R.E., O. Tour, A.E. Palmer, P.A. Steinbach, G.S. Baird, D.A. Zacharias, 
and R.Y. Tsien, A monomeric red fluorescent protein. Proc Natl Acad Sci U S A, 
2002. 99(12): p. 7877-82. 
421. Huh, W.K., J.V. Falvo, L.C. Gerke, A.S. Carroll, R.W. Howson, J.S. Weissman, and 
E.K. O'Shea, Global analysis of protein localization in budding yeast. Nature, 2003. 
425(6959): p. 686-91. 
422. Ridley, A.J., Rho family proteins and regulation of the actin cytoskeleton. Prog Mol 
Subcell Biol, 1999. 22: p. 1-22. 
423. Lesage, G. and H. Bussey, Cell Wall Assembly in Saccharomyces cerevisiae. 
Microbiol. Mol. Biol. Rev., 2006. 70(2): p. 317-343. 
424. Roncero, C. and A. Duran, Effect of Calcofluor white and Congo red on fungal cell 
wall morphogenesis: in vivo activation of chitin polymerization. J Bacteriol, 1985. 
163(3): p. 1180-5. 
425. Rawlings, N.D., A.J. Barrett, and J.B. Alan, Families of cysteine peptidases, in 
Methods in Enzymology. 1994, Academic Press. p. 461-486. 
259 
 
426. Cheng, D., J. Marner, and P.A. Rubenstein, Interaction in Vivo and in Vitro between 
the Yeast Fimbrin, SAC6P, and a Polymerization-defective Yeast Actin (V266G and 
L267G). J. Biol. Chem., 1999. 274(50): p. 35873-35880. 
427. Feldheim, D., K. Yoshimura, A. Admon, and R. Schekman, Structural and functional 
characterization of Sec66p, a new subunit of the polypeptide translocation apparatus 
in the yeast endoplasmic reticulum. Mol. Biol. Cell, 1993. 4(9): p. 931-939. 
428. Gupta, M.L., P. Carvalho, D.M. Roof, and D. Pellman, Plus end-specific 
depolymerase activity of Kip3, a kinesin-8 protein, explains its role in positioning the 
yeast mitotic spindle. Nat Cell Biol, 2006. 8(9): p. 913-923. 
429. Helfant, A.H., Composition of the spindle pole body of Saccharomyces cerevisiae and 
the proteins involved in its duplication. Curr Genet, 2002. 40(5): p. 291-310. 
430. Pringle, J.R., R.A. Preston, A.E. Adams, T. Stearns, D.G. Drubin, B.K. Haarer, and 
E.W. Jones, Fluorescence microscopy methods for yeast. Methods Cell Biol, 1989. 31: 
p. 357-435. 
431. Belli, G., E. Gari, L. Piedrafita, M. Aldea, and E. Herrero, An activator/repressor dual 
system allows tight tetracycline-regulated gene expression in budding yeast. Nucleic 
Acids Res, 1998. 26(4): p. 942-7. 
432. Vasquez, R.J., B. Howell, A.M. Yvon, P. Wadsworth, and L. Cassimeris, Nanomolar 
concentrations of nocodazole alter microtubule dynamic instability in vivo and in 
vitro. Mol Biol Cell, 1997. 8(6): p. 973-85. 
433. Samson, F., J.A. Donoso, I. Heller-Bettinger, D. Watson, and R.H. Himes, Nocodazole 
action on tubulin assembly, axonal ultrastructure and fast axoplasmic transport. J 
Pharmacol Exp Ther, 1979. 208(3): p. 411-7. 
434. Galkin, V.E., A. Orlova, M.S. VanLoock, D. Zhou, J.E. Galan, and E.H. Egelman, The 
bacterial protein SipA polymerizes G-actin and mimics muscle nebulin. Nat Struct 
Biol, 2002. 9(7): p. 518-21. 
435. Li, M., I. Rosenshine, H.B. Yu, C. Nadler, E. Mills, C.L. Hew, and K.Y. Leung, 
Identification and characterization of NleI, a new non-LEE-encoded effector of 
enteropathogenic Escherichia coli (EPEC). Microbes Infect, 2006. 8(14-15): p. 2890-
8. 
436. Birkaya, B., A. Maddi, J. Joshi, S.J. Free, and P.J. Cullen, Role of the cell wall 
integrity and filamentous growth mitogen-activated protein kinase pathways in cell 
wall remodeling during filamentous growth. Eukaryot Cell, 2009. 8(8): p. 1118-33. 
437. Lopez-Solanilla, E., P.A. Bronstein, A.R. Schneider, and A. Collmer, HopPtoN is a 
Pseudomonas syringae Hrp (type III secretion system) cysteine protease effector that 
suppresses pathogen-induced necrosis associated with both compatible and 
incompatible plant interactions. Mol Microbiol, 2004. 54(2): p. 353-65. 
438. Goffeau, A., B.G. Barrell, H. Bussey, R.W. Davis, B. Dujon, H. Feldmann, F. 
Galibert, J.D. Hoheisel, C. Jacq, M. Johnston, E.J. Louis, H.W. Mewes, Y. Murakami, 
P. Philippsen, H. Tettelin, and S.G. Oliver, Life with 6000 genes. Science, 1996. 
274(5287): p. 546, 563-7. 
439. Ball, C.A., H. Jin, G. Sherlock, S. Weng, J.C. Matese, R. Andrada, G. Binkley, K. 
Dolinski, S.S. Dwight, M.A. Harris, L. Issel-Tarver, M. Schroeder, D. Botstein, and 
J.M. Cherry, Saccharomyces Genome Database provides tools to survey gene 
expression and functional analysis data. Nucleic Acids Res, 2001. 29(1): p. 80-1. 
440. DeRisi, J.L., V.R. Iyer, and P.O. Brown, Exploring the metabolic and genetic control 
of gene expression on a genomic scale. Science, 1997. 278(5338): p. 680-6. 
260 
 
441. Lashkari, D.A., J.L. DeRisi, J.H. McCusker, A.F. Namath, C. Gentile, S.Y. Hwang, 
P.O. Brown, and R.W. Davis, Yeast microarrays for genome wide parallel genetic and 
gene expression analysis. Proc Natl Acad Sci U S A, 1997. 94(24): p. 13057-62. 
442. Zhu, H., J.F. Klemic, S. Chang, P. Bertone, A. Casamayor, K.G. Klemic, D. Smith, M. 
Gerstein, M.A. Reed, and M. Snyder, Analysis of yeast protein kinases using protein 
chips. Nat Genet, 2000. 26(3): p. 283-9. 
443. Giaever, G., A.M. Chu, L. Ni, C. Connelly, L. Riles, S. Veronneau, S. Dow, A. Lucau-
Danila, K. Anderson, B. Andre, A.P. Arkin, A. Astromoff, M. El-Bakkoury, R. 
Bangham, R. Benito, S. Brachat, S. Campanaro, M. Curtiss, K. Davis, A. 
Deutschbauer, K.D. Entian, P. Flaherty, F. Foury, D.J. Garfinkel, M. Gerstein, D. 
Gotte, U. Guldener, J.H. Hegemann, S. Hempel, Z. Herman, D.F. Jaramillo, D.E. 
Kelly, S.L. Kelly, P. Kotter, D. LaBonte, D.C. Lamb, N. Lan, H. Liang, H. Liao, L. 
Liu, C. Luo, M. Lussier, R. Mao, P. Menard, S.L. Ooi, J.L. Revuelta, C.J. Roberts, M. 
Rose, P. Ross-Macdonald, B. Scherens, G. Schimmack, B. Shafer, D.D. Shoemaker, 
S. Sookhai-Mahadeo, R.K. Storms, J.N. Strathern, G. Valle, M. Voet, G. Volckaert, 
C.Y. Wang, T.R. Ward, J. Wilhelmy, E.A. Winzeler, Y. Yang, G. Yen, E. Youngman, 
K. Yu, H. Bussey, J.D. Boeke, M. Snyder, P. Philippsen, R.W. Davis, and M. 
Johnston, Functional profiling of the Saccharomyces cerevisiae genome. Nature, 2002. 
418(6896): p. 387-91. 
444. Ghaemmaghami, S., W.K. Huh, K. Bower, R.W. Howson, A. Belle, N. Dephoure, 
E.K. O'Shea, and J.S. Weissman, Global analysis of protein expression in yeast. 
Nature, 2003. 425(6959): p. 737-41. 
445. Uetz, P., L. Giot, G. Cagney, T.A. Mansfield, R.S. Judson, J.R. Knight, D. Lockshon, 
V. Narayan, M. Srinivasan, P. Pochart, A. Qureshi-Emili, Y. Li, B. Godwin, D. 
Conover, T. Kalbfleisch, G. Vijayadamodar, M. Yang, M. Johnston, S. Fields, and 
J.M. Rothberg, A comprehensive analysis of protein-protein interactions in 
Saccharomyces cerevisiae. Nature, 2000. 403(6770): p. 623-7. 
446. Gelperin, D.M., M.A. White, M.L. Wilkinson, Y. Kon, L.A. Kung, K.J. Wise, N. 
Lopez-Hoyo, L. Jiang, S. Piccirillo, H. Yu, M. Gerstein, M.E. Dumont, E.M. Phizicky, 
M. Snyder, and E.J. Grayhack, Biochemical and genetic analysis of the yeast proteome 
with a movable ORF collection. Genes Dev, 2005. 19(23): p. 2816-26. 
447. Sopko, R., D. Huang, N. Preston, G. Chua, B. Papp, K. Kafadar, M. Snyder, S.G. 
Oliver, M. Cyert, T.R. Hughes, C. Boone, and B. Andrews, Mapping pathways and 
phenotypes by systematic gene overexpression. Mol Cell, 2006. 21(3): p. 319-30. 
448. Sopko, R., B. Papp, S.G. Oliver, and B.J. Andrews, Phenotypic activation to discover 
biological pathways and kinase substrates. Cell Cycle, 2006. 5(13): p. 1397-402. 
449. Tong, A.H., M. Evangelista, A.B. Parsons, H. Xu, G.D. Bader, N. Page, M. Robinson, 
S. Raghibizadeh, C.W. Hogue, H. Bussey, B. Andrews, M. Tyers, and C. Boone, 
Systematic genetic analysis with ordered arrays of yeast deletion mutants. Science, 
2001. 294(5550): p. 2364-8. 
450. Tong, A.H. and C. Boone, Synthetic genetic array analysis in Saccharomyces 
cerevisiae. Methods Mol Biol, 2006. 313: p. 171-92. 
451. Kasahara, S., H. Yamada, T. Mio, Y. Shiratori, C. Miyamoto, T. Yabe, T. Nakajima, 
E. Ichishima, and Y. Furuichi, Cloning of the Saccharomyces cerevisiae gene whose 
overexpression overcomes the effects of HM-1 killer toxin, which inhibits beta-glucan 
synthesis. J Bacteriol, 1994. 176(5): p. 1488-99. 
261 
 
452. Luesch, H., T.Y. Wu, P. Ren, N.S. Gray, P.G. Schultz, and F. Supek, A genome-wide 
overexpression screen in yeast for small-molecule target identification. Chem Biol, 
2005. 12(1): p. 55-63. 
453. Schena, M., D. Shalon, R.W. Davis, and P.O. Brown, Quantitative monitoring of gene 
expression patterns with a complementary DNA microarray. Science, 1995. 
270(5235): p. 467-70. 
454. Hughes, T.R., M.J. Marton, A.R. Jones, C.J. Roberts, R. Stoughton, C.D. Armour, 
H.A. Bennett, E. Coffey, H. Dai, Y.D. He, M.J. Kidd, A.M. King, M.R. Meyer, D. 
Slade, P.Y. Lum, S.B. Stepaniants, D.D. Shoemaker, D. Gachotte, K. Chakraburtty, J. 
Simon, M. Bard, and S.H. Friend, Functional discovery via a compendium of 
expression profiles. Cell, 2000. 102(1): p. 109-26. 
455. Vlachonasios, K.E., M.F. Thomashow, and S.J. Triezenberg, Disruption mutations of 
ADA2b and GCN5 transcriptional adaptor genes dramatically affect Arabidopsis 
growth, development, and gene expression. Plant Cell, 2003. 15(3): p. 626-38. 
456. Parsonage, G., F. Falciani, A. Burman, A. Filer, E. Ross, M. Bofill, S. Martin, M. 
Salmon, and C.D. Buckley, Global gene expression profiles in fibroblasts from 
synovial, skin and lymphoid tissue reveals distinct cytokine and chemokine expression 
patterns. Thromb Haemost, 2003. 90(4): p. 688-97. 
457. Iyer, V.R., M.B. Eisen, D.T. Ross, G. Schuler, T. Moore, J.C. Lee, J.M. Trent, L.M. 
Staudt, J. Hudson, Jr., M.S. Boguski, D. Lashkari, D. Shalon, D. Botstein, and P.O. 
Brown, The transcriptional program in the response of human fibroblasts to serum. 
Science, 1999. 283(5398): p. 83-7. 
458. Shirota, Y., S. Kaneko, M. Honda, H.F. Kawai, and K. Kobayashi, Identification of 
differentially expressed genes in hepatocellular carcinoma with cDNA microarrays. 
Hepatology, 2001. 33(4): p. 832-40. 
459. Okabe, H., S. Satoh, T. Kato, O. Kitahara, R. Yanagawa, Y. Yamaoka, T. Tsunoda, Y. 
Furukawa, and Y. Nakamura, Genome-wide analysis of gene expression in human 
hepatocellular carcinomas using cDNA microarray: identification of genes involved in 
viral carcinogenesis and tumor progression. Cancer Res, 2001. 61(5): p. 2129-37. 
460. Stekel, D.J., D. Sarti, V. Trevino, L. Zhang, M. Salmon, C.D. Buckley, M. Stevens, 
M.J. Pallen, C. Penn, and F. Falciani, Analysis of host response to bacterial infection 
using error model based gene expression microarray experiments. Nucleic Acids Res, 
2005. 33(6): p. e53. 
461. Kim, Y., S. Oh, S. Park, and S.H. Kim, Interactive transcriptome analysis of 
enterohemorrhagic Escherichia coli (EHEC) O157:H7 and intestinal epithelial HT-29 
cells after bacterial attachment. Int J Food Microbiol, 2009. 131(2-3): p. 224-32. 
462. Jandu, N., N.K.L. Ho, K.A. Donato, M.A. Karmali, M. Mascarenhas, S.P. Duffy, C. 
Tailor, and P.M. Sherman, Enterohemorrhagic Escherichia coli O157:H7 Gene 
Expression Profiling in Response to Growth in the Presence of Host Epithelia. PLoS 
ONE, 2009. 4(3): p. e4889. 
463. Wang, L., C. Lofton, M. Popp, and W. Tan, Using luminescent nanoparticles as 
staining probes for Affymetrix GeneChips. Bioconjug Chem, 2007. 18(3): p. 610-3. 
464. Majtan, T., G. Bukovska, and J. Timko, DNA microarrays--techniques and 
applications in microbial systems. Folia Microbiol (Praha), 2004. 49(6): p. 635-64. 
465. Levin, D.E., Cell wall integrity signaling in Saccharomyces cerevisiae. Microbiol Mol 
Biol Rev, 2005. 69(2): p. 262-91. 
466. Grose, J.H., E. Sundwall, and J. Rutter, Regulation and function of yeast PAS kinase: 
a role in the maintenance of cellular integrity. Cell Cycle, 2009. 8(12): p. 1824-32. 
262 
 
467. Copic, A., M. Dorrington, S. Pagant, J. Barry, M.C. Lee, I. Singh, J.L.t. Hartman, and 
E.A. Miller, Genomewide analysis reveals novel pathways affecting endoplasmic 
reticulum homeostasis, protein modification and quality control. Genetics, 2009. 
182(3): p. 757-69. 
468. Spang, A., Vesicle Transport: A Close Collaboration of Rabs and Effectors. Current 
Biology, 2004. 14(1): p. R33-R34. 
469. Morsomme, P. and H. Riezman, The Rab GTPase Ypt1p and tethering factors couple 
protein sorting at the ER to vesicle targeting to the Golgi apparatus. Dev Cell, 2002. 
2(3): p. 307-17. 
470. Mellman, I. and G. Warren, The Road Taken: Past and Future Foundations of 
Membrane Traffic. Cell, 2000. 100(1): p. 99-112. 
471. Smith, R.D. and V.V. Lupashin, Role of the conserved oligomeric Golgi (COG) 
complex in protein glycosylation. Carbohydrate Research, 2008. 343(12): p. 2024-
2031. 
472. Suvorova, E.S., R. Duden, and V.V. Lupashin, The Sec34/Sec35p complex, a Ypt1p 
effector required for retrograde intra-Golgi trafficking, interacts with Golgi SNAREs 
and COPI vesicle coat proteins. J Cell Biol, 2002. 157(4): p. 631-43. 
473. Li, S.C. and P.M. Kane, The yeast lysosome-like vacuole: endpoint and crossroads. 
Biochim Biophys Acta, 2009. 1793(4): p. 650-63. 
474. Paulick, M.G. and C.R. Bertozzi, The glycosylphosphatidylinositol anchor: a complex 
membrane-anchoring structure for proteins. Biochemistry, 2008. 47(27): p. 6991-
7000. 
475. Gagnon-Arsenault, I., L. Parise, J. Tremblay, and Y. Bourbonnais, Activation 
mechanism, functional role and shedding of glycosylphosphatidylinositol-anchored 
Yps1p at the Saccharomyces cerevisiae cell surface. Mol Microbiol, 2008. 69(4): p. 
982-93. 
476. Mao, Y., Z. Zhang, C. Gast, and B. Wong, C-terminal signals regulate targeting of 
glycosylphosphatidylinositol-anchored proteins to the cell wall or plasma membrane 
in Candida albicans. Eukaryot Cell, 2008. 7(11): p. 1906-15. 
477. Plotnikova, T.A., I.O. Selyakh, T.S. Kalebina, and I.S. Kulaev, Bgl2p and Gas1p are 
the major glucan transferases forming the molecular ensemble of yeast cell wall. Dokl 
Biochem Biophys, 2006. 409: p. 244-7. 
478. Popolo, L. and M. Vai, The Gas1 glycoprotein, a putative wall polymer cross-linker. 
Biochim Biophys Acta, 1999. 1426(2): p. 385-400. 
479. Philip, B. and D.E. Levin, Wsc1 and Mid2 are cell surface sensors for cell wall 
integrity signaling that act through Rom2, a guanine nucleotide exchange factor for 
Rho1. Mol Cell Biol, 2001. 21(1): p. 271-80. 
480. Wang, K., S. Vavassori, L.M. Schweizer, and M. Schweizer, Impaired PRPP-
synthesizing capacity compromises cell integrity signalling in Saccharomyces 
cerevisiae. Microbiology, 2004. 150(10): p. 3327-3339. 
481. Gray, J.V., J.P. Ogas, Y. Kamada, M. Stone, D.E. Levin, and I. Herskowitz, A role for 
the Pkc1 MAP kinase pathway of Saccharomyces cerevisiae in bud emergence and 
identification of a putative upstream regulator. Embo J, 1997. 16(16): p. 4924-37. 
482. Dodou, E. and R. Treisman, The Saccharomyces cerevisiae MADS-box transcription 
factor Rlm1 is a target for the Mpk1 mitogen-activated protein kinase pathway. Mol 
Cell Biol, 1997. 17(4): p. 1848-59. 
263 
 
483. Roberg, K.J., M. Crotwell, P. Espenshade, R. Gimeno, and C.A. Kaiser, LST1 is a 
SEC24 homologue used for selective export of the plasma membrane ATPase from the 
endoplasmic reticulum. J Cell Biol, 1999. 145(4): p. 659-72. 
484. Kaiser, C.A. and R. Schekman, Distinct sets of SEC genes govern transport vesicle 
formation and fusion early in the secretory pathway. Cell, 1990. 61(4): p. 723-33. 
485. Barlowe, C., L. Orci, T. Yeung, M. Hosobuchi, S. Hamamoto, N. Salama, M.F. 
Rexach, M. Ravazzola, M. Amherdt, and R. Schekman, COPII: a membrane coat 
formed by Sec proteins that drive vesicle budding from the endoplasmic reticulum. 
Cell, 1994. 77(6): p. 895-907. 
486. Peng, R., A. De Antoni, and D. Gallwitz, Evidence for overlapping and distinct 
functions in protein transport of coat protein Sec24p family members. J Biol Chem, 
2000. 275(15): p. 11521-8. 
487. Koumandou, V.L., J. Dacks, R. Coulson, and M. Field, Control systems for membrane 
fusion in the ancestral eukaryote; evolution of tethering complexes and SM proteins. 
BMC Evolutionary Biology, 2007. 7(1): p. 29. 
488. Whyte, J.R. and S. Munro, The Sec34/35 Golgi transport complex is related to the 
exocyst, defining a family of complexes involved in multiple steps of membrane traffic. 
Dev Cell, 2001. 1(4): p. 527-37. 
489. Ram, R.J., B. Li, and C.A. Kaiser, Identification of Sec36p, Sec37p, and Sec38p: 
components of yeast complex that contains Sec34p and Sec35p. Mol Biol Cell, 2002. 
13(5): p. 1484-500. 
490. Geng, J., M.E. Shin, P.M. Gilbert, R.N. Collins, and C.G. Burd, Saccharomyces 
cerevisiae Rab-GDI Displacement Factor Ortholog Yip3p Forms Distinct Complexes 
with the Ypt1 Rab GTPase and the Reticulon Rtn1p. Eukaryotic Cell, 2005. 4(7): p. 
1166-1174. 
491. Jiang, Y., G. Rossi, and S. Ferro-Novick, Bet2p and Mad2p are components of a 
prenyltransferase that adds geranylgeranyl onto Ypt1p and Sec4p. Nature, 1993. 
366(6450): p. 84-6. 
492. Zhang, F.L. and P.J. Casey, Protein prenylation: molecular mechanisms and 
functional consequences. Annu Rev Biochem, 1996. 65: p. 241-69. 
493. Kinoshita, T. and N. Inoue, Dissecting and manipulating the pathway for 
glycosylphos-phatidylinositol-anchor biosynthesis. Curr Opin Chem Biol, 2000. 4(6): 
p. 632-8. 
494. Kapteyn, J.C., H. Van Den Ende, and F.M. Klis, The contribution of cell wall proteins 
to the organization of the yeast cell wall. Biochim Biophys Acta, 1999. 1426(2): p. 
373-83. 
495. Reyes, A., M. Sanz, A. Duran, and C. Roncero, Chitin synthase III requires Chs4p-
dependent translocation of Chs3p into the plasma membrane. J Cell Sci, 2007. 
120(12): p. 1998-2009. 
496. Skrzypek, M., R.L. Lester, P. Spielmann, N. Zingg, J. Shelling, and R.C. Dickson, 
Dominant suppressor mutation bypasses the sphingolipid requirement for growth of 
Saccharomyces cells at low pH: role of the CWP2 gene. Curr Genet, 2000. 38(4): p. 
191-201. 
497. Cipollo, J.F., R.B. Trimble, J.H. Chi, Q. Yan, and N. Dean, The Yeast ALG11 Gene 
Specifies Addition of the Terminal alpha 1,2-Man to the Man5GlcNAc2-PP-dolichol 
N-Glycosylation Intermediate Formed on the Cytosolic Side of the Endoplasmic 
Reticulum. J. Biol. Chem., 2001. 276(24): p. 21828-21840. 
264 
 
498. Klis, F.M., P. Mol, K. Hellingwerf, and S. Brul, Dynamics of cell wall structure in 
Saccharomyces cerevisiae. FEMS Microbiol Rev, 2002. 26(3): p. 239-56. 
499. Hutzler, F., R. Gerstl, M. Lommel, and S. Strahl, Protein N-glycosylation determines 
functionality of the Saccharomyces cerevisiae cell wall integrity sensor Mid2p. 
Molecular Microbiology, 2008. 68(6): p. 1438-1449. 
500. Terashima, H., N. Yabuki, M. Arisawa, K. Hamada, and K. Kitada, Up-regulation of 
genes encoding glycosylphosphatidylinositol (GPI)-attached proteins in response to 
cell wall damage caused by disruption of FKS1 in Saccharomyces cerevisiae. Mol 
Gen Genet, 2000. 264(1-2): p. 64-74. 
501. Delley, P.A. and M.N. Hall, Cell wall stress depolarizes cell growth via 
hyperactivation of RHO1. J Cell Biol, 1999. 147(1): p. 163-74. 
502. Gomez, A., J. Perez, A. Reyes, A. Duran, and C. Roncero, Slt2 and Rim101 contribute 
independently to the correct assembly of the chitin ring at the budding yeast neck. 
Eukaryotic Cell, 2009: p. EC.00153-09. 
503. Bowers, K. and T.H. Stevens, Protein transport from the late Golgi to the vacuole in 
the yeast Saccharomyces cerevisiae. Biochim Biophys Acta, 2005. 1744(3): p. 438-54. 
504. Lin, P., T.S. Cardillo, L.M. Richard, G.B. Segel, and F. Sherman, Analysis of 
Mutationally Altered Forms of the Cct6 Subunit of the Chaperonin From 
Saccharomyces cerevisiae. Genetics, 1997. 147(4): p. 1609-1633. 
505. Mollenhauer, H.H. and D.J. Morre, The tubular network of the Golgi apparatus. 
Histochem Cell Biol, 1998. 109(5-6): p. 533-43. 
506. Thyberg, J. and S. Moskalewski, Role of microtubules in the organization of the Golgi 
complex. Exp Cell Res, 1999. 246(2): p. 263-79. 
507. Aktories, K., G. Schmidt, and I. Just, Rho GTPases as targets of bacterial protein 
toxins. Biol Chem, 2000. 381(5-6): p. 421-6. 
508. Berger, C.N., V.F. Crepin, M.A. Jepson, A. Arbeloa, and G. Frankel, The mechanisms 
used by enteropathogenic Escherichia coli to control filopodia dynamics. Cell 
Microbiol, 2009. 11(2): p. 309-22. 
509. Prinz, W.A., L. Grzyb, M. Veenhuis, J.A. Kahana, P.A. Silver, and T.A. Rapoport, 
Mutants affecting the structure of the cortical endoplasmic reticulum in 
Saccharomyces cerevisiae. J Cell Biol, 2000. 150(3): p. 461-74. 
510. Orlean, P. and A.K. Menon, Thematic review series: lipid posttranslational 
modifications. GPI anchoring of protein in yeast and mammalian cells, or: how we 
learned to stop worrying and love glycophospholipids. J Lipid Res, 2007. 48(5): p. 
993-1011. 
511. Kim, J., A. Thanabalasuriar, T. Chaworth-Musters, J.C. Fromme, E.A. Frey, P.I. 
Lario, P. Metalnikov, K. Rizg, N.A. Thomas, S.F. Lee, E.L. Hartland, P.R. 
Hardwidge, T. Pawson, N.C. Strynadka, B.B. Finlay, R. Schekman, and S. Gruenheid, 
The bacterial virulence factor NleA inhibits cellular protein secretion by disrupting 
mammalian COPII function. Cell Host Microbe, 2007. 2(3): p. 160-71. 
512. Deng, Q. and J.T. Barbieri, Modulation of Host Cell Endocytosis by the Type III 
Cytotoxin, Pseudomonas ExoS. Traffic, 2008. 9(11): p. 1948-1957. 
513. Hauck, P., R. Thilmony, and S.Y. He, A Pseudomonas syringae type III effector 
suppresses cell wall-based extracellular defense in susceptible Arabidopsis plants. 
Proceedings of the National Academy of Sciences of the United States of America, 
2003. 100(14): p. 8577-8582. 
265 
 
514. Rzomp, K.A., A.R. Moorhead, and M.A. Scidmore, The GTPase Rab4 interacts with 
Chlamydia trachomatis inclusion membrane protein CT229. Infect Immun, 2006. 
74(9): p. 5362-73. 
515. Steele-Mortimer, O., The Salmonella-containing vacuole: moving with the times. Curr 
Opin Microbiol, 2008. 11(1): p. 38-45. 
516. Oh, D. and J.E. Hopper, Transcription of a yeast phosphoglucomutase isozyme gene is 
galactose inducible and glucose repressible. Mol Cell Biol, 1990. 10(4): p. 1415-22. 
517. Helms, J.B. and J.E. Rothman, Inhibition by brefeldin A of a Golgi membrane enzyme 
that catalyses exchange of guanine nucleotide bound to ARF. Nature, 1992. 
360(6402): p. 352-354. 
518. Gaspar, M.L., S.A. Jesch, R. Viswanatha, A.L. Antosh, W.J. Brown, S.D. Kohlwein, 
and S.A. Henry, A block in endoplasmic reticulum-to-Golgi trafficking inhibits 
phospholipid synthesis and induces neutral lipid accumulation. J Biol Chem, 2008. 
283(37): p. 25735-51. 
 
 
